Tuesday Posters  by unknown
58th ASMS Conference on Mass Spectrometry Page S61 
TUESDAY POSTERS 
BIOINFORMATICS II, 001 - 035 
TP 001 Development of an Integrated Matlab-Based 
Computer Program to Visualize and Analyze Protein 
Interaction Networks; Sergio Mejia; Cristina Osorio;
Oscar Alzate; University of North Carolina, Chapel Hill, 
NC
TP 002 Comprehensive Bioinformatical Analysis of Yeast 
Proteome; Martin Damsbo1; Christian Ravnsborg 
Ingrell1; Jacob Kristensen1; Michael Barrett Andersen; 
Alexandre Podtelejnikov 1; 1Proxeon A/S, Odense, 
Denmark; 2Proxeon Biosystems, Odense, Denmark
TP 003 Fast Detection of Abundant Protein Modifications 
and Other Events from LC-MS/MS Data Using the 
DeltAMT Algorithm; Yan Fu1; Liyun Xiu1; Wei Jia2;
Haipeng Wang1; Ruixiang Sun1; Xiaohong Qian2; Si-
Min He1; 1Institute of Computing Technology, CAS, 
Beijing, China; 2Beijing Proteome Research Center, 
Beijing, China
TP 004 Assessing Discovery Proteomics Quality Control by 
Using a Multivariate Statistical Process Control 
Framework; Lorenzo Vega-Montoto; Amy-Joan L. 
Ham; David Tabb; Misti Martinez; Daniel C. Liebler; 
Vanderbilt University, Nashville, TN
TP 005 Comparison of Two Orthogonal Informatic Pipelines 
for Detection of Tandem Mass Spectra of Cross-Link 
Peptides; Lucas Monkkonen; Pragya Singh; Alexandre 
Panchaud; Elizabeth Medina; Eri Nakatani; Carlos 
Catalano; Dave Goodlett; University of Washington, 
Seattle, Seattle, WA
TP 006 On the Replicability and Predictablity of Peptide 
Fragmentation Spectra in MS/MS; Sujun Li; Randy J. 
Arnold; Haixu Tang; Predrag Radivojac; Indiana 
University, Bloomington, IN
TP 007 MS/MS Autocorrelation Spectral Processing; Edward 
J. Hsieh; Michael J. Maccoss; University of Washington, 
Seattle, WA
TP 008 A Universal Search Algorithm for Identification of 
Selective/Nonselective Cross-Links in Proteins Using 
Tandem Mass Spectrometry; Hua Xu 1; Pang-Hung 
Hsu2; Roderick Davis1; Ming-Daw Tsai2; Michael A. 
Freitas3; 1Univ Illinois at Chicago, Chicago, IL; 2The 
Genomics Research Center, Taipei, Taiwan; 3Ohio State 
University, Columbus, OH
TP 009 Assigning Statistical Significance to Proteotypic 
Peptides in Database Searches; Gelio Alves; Aleksey 
Y Ogurtsov; Yi-Kuo Yu; National Center for 
Biotechnology Information, NLM, Bethesda, MD
TP 010 Comparison of Tandem MS Search Algorithms on 
Identification of Alternative Splice Variants; Kung-
Yen Chang; David C. Muddiman; North Carolina State 
University, Raleigh, NC
TP 011 Developing Software for the Integration of Data 
Bank and Prediction Algorithms with Mascot 
MS/MS Data; Juni T Samos1; Rachel O. Loo 2; Deborah 
R. Francoleon1; Joseph A. Loo1; 1University Of 
California, Los Angeles, Los Angeles, CA; 2UCLA, Los 
Angeles, CA
TP 012 Spectral Archives: A Novel Approach to Analyzing 
Tandem Mass Spectra; Ari Frank1; Matthew Monroe; 
Anuj Shah2; Ron Moore 2; Gordon Anderson2; Richard 
D. Smith2; Pavel Pevzner1; 1UCSD, La Jolla, CA; 
2PNNL, Richland, WA
TP 013 Nonlinear Classification for On-The-Fly Fractional 
Mass Filtering and Targeted Precursor 
Fragmentation in Mass Spectrometry Experiments;
Marc Kirchner 1; Wiebke A Timm1; Peying Fong2;
Philine Wangemann2; Hanno Steen1; 1Children's 
Hospital Boston/Harvard Medical School, Boston, MA; 
2Kansas State University, Manhattan, KS
TP 014 Quality Assessment in Building NIST Peptide Mass 
Spectral Libraries; Qian Dong; Xinjian Yan; Yuri 
Mirokhin; Xiaoyu Yang; Niksa Blonder; Jeri Roth; 
Pedatsur Neta; Dmitrii V. Tchekhovskoi; Yamil Simon; 
Stephen Stein; NIST, Gaithersburg, MD
TP 015 A Strategy to Predict Retention Time for Targeted 
Proteomics; Luminita Moruz1; Daniela Tomazela2;
Lukas Käll 1; 1Stockholm University, Stockholm, 
Sweden; 2University of Washington, Seattle, WA
TP 016 Accurate Prediction of Repeatability of Peptide 
Identification from a Single Shotgun Proteomics 
Experiment; Yong Fuga Li1; Randy J. Arnold2; Haixu 
Tang2; Predrag Radivojac2; 1Indiana University School, 
Bloomington, IN; 2Indiana University, Bloomington, IN
TP 017 CPTAC Study 1: Integrating LC-MS/MS Data 
Among Diverse Instrument Platforms for a Common 
Sample; David Tabb 1; Lorenzo Vega-Montoto1; Xia 
Wang2; Paul Rudnick3; Daniel C. Liebler1; Chris 
Kinsinger4; Henry Rodriguez4; Nell Sedransk2; Stephen 
Stein3; 1Vanderbilt University, Nashville, TN; 2National 
Institute of Statistical Sciences, Research Triangle Park, 
NC; 3NIST, Gaithersburg, MD; 4National Cancer 
Institute, Bethesda, MD
TP 018 DtaRefinery, a Software Tool for Elimination of 
Systematic Errors from Parent Ion Mass 
Measurements in Tandem Mass Spectra Data Sets;
Vladislav A. Petyuk; Anoop M. Mayampurath; Matthew 
E. Monroe; Ashoka D. Polpitiya; Samuel O. Purvine; 
Gordon A. Anderson; David G. Camp II; Richard D. 
Smith; Pacific Northwest National Lab, Richland, WA
TP 019 BLinks: A Software Tool for Analysis of PIR-Linked 
Proteins to Identify Structure and Interactions Using 
Statistical Evaluation of Chromatographic Profiles;
Michael R. Hoopmann; Chad Weisbrod; James Bruce; 
University of Washington, Seattle, WA
TP 020 Using Isotopic Peak Distribution Information to 
Improve Annotation in MS Proteomics Experiments;
Nikolaos Berntenis; Roche, Basel, Switzerland
TP 021 STRAP PTM: Open-Source Software for Differential 
Characterization of Post-Translational 
Modifications; Vivek N. Bhatia; David H. Perlman; 
Catherine E. Costello; Mark E. Mccomb; Boston 
University School of Medicine, Boston, MA
TP 022 In Depth Analysis on the Utility of Combined CID 
and HCD Fragmentation Spectra Pre-Proteomic 
Processing; Ahmed Elbaggari1; Ali Pervez2; Allis S. 
Chien3; Chris Adams3; 1Sage-N Research, Milpitas, CA; 
2Sage-N Research, Inc, San Jose, CA; 3Stanford 
University, Stanford, CA
TP 023 Mass Mapper: Aid to High Resolution Peptide Data 
Interrogation; Nadezhda Galeva; David Tai; Jianwen 
Fang; Todd Williams; University of Kansas, Lawrence, 
KS
TP 024 The Effects of Mass Accuracy on the Validation of 
MS/MS Proteomic Database Search Results; Art 
Nuccio; George Zohrabyan; Brent Weatherly; Ron 
Orlando; University of Georgia, Athens, GA
TP 025 Development of Similarity Metrics for Analysis of 
Replicate Temporal Protein Expression Profiles;
Nambirajan Rangarajan; M. Violet Lee; Scott E. Topper; 
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Audrey Gasch; Joshua Coon; University of Wisconsin, 
Madison, WI
TP 026 Quantifying Incidence of Peptide Sequence 
Scrambling Induced by Tandem Mass Spectrometry;
Yanglan Tan1; Xian Chen1; Yihsuan Tsai2; David R. 
Goodlett 2; Nicolas Polfer1; 1University of Florida, 
Gainesville, FL; 2University of Washington, Seattle, WA
TP 027 Resolution as a Function of M/Z for TOF, FT-ICR, 
and Orbitrap: Predicted and Confirmed; Bernhard X. 
Kausler1; Marc Kirchner 2; Anna Kreshuk1; Bernhard Y. 
Renard1; Hannes Hahne3; Bernhard Küster3; Judith A. J. 
Steen4; Hanno Steen4; Fred A. Hamprech5; 1University 
of Heidelberg, Heidelberg, Germany; 2Children's
Hospital Boston / Harvard Medical, Boston, MA; 
3Technical University of Munich, Munich, Germany; 
4Harvard Medical School/Children's Hospital Boston, 
Boston, MA; 5Univ. of Heidelberg, Heidelberg, Germany
TP 028 Measures of Similarity of Di- and Tri-Peptide 
MS/MS Spectra; Xiaoyu Yang; Pedatsur Neta; 
Songfeng Wu; Yamil Simon; Stephen Stein; NIST, 
Gaithersburg, MD
TP 029 Synchronising MS/MS Analysis with the 
Chromatographic Peak Apex Enables More Precise 
and Accurate Isobaric Tag Quantification; Gavain M. 
Sweetman; Mikhail Savitski; Manja Lang; Marcus 
Bantscheff; Cellzome AG, Heidelberg, Germany
TP 030 RockerBox: Extracting the Gold from Your Mascot 
Result Files; Henk W.P. Van Den Toorn1, 2; Danny 
Navarro1, 2; Reinout Raijmakers1, 3; Javier Muñoz1, 3;
Shabaz Mohammed1, 3; Albert J.R. Heck 1, 3; Bas van 
Breukelen1, 2; 1Utrecht University, Utrecht, Netherlands; 
2Netherlands Bioinformatics Centre, Utrecht, 
Netherlands; 3Netherlands Proteomics Centre, Utrecht, 
Netherlands
TP 031 Improved Specificities in Selected Reaction 
Monitoring (SRM) Experiments with Peptide 
Retention Time Information for Proteomic Studies;
Jian Liu; Ashoka Polpitiya; Waibhav Tembe; Tony 
Tegeler; Matthew Rosenow; Linda Nagore; 
Konstantinos Petritis; Translational Genomics Research 
Institute, Phoenix, AZ
TP 032 Next Generation Data Exchange Format for Mass 
Spectrometry; Anuj Shah; Matthew Monroe; Yan Shi; 
Brian Lamarche; Kevin Crowell; Gordon Slysz; Gordon 
Anderson; Richard D. Smith; Pacific Northwest National 
Laboratory, Richland, WA
TP 033 The DeconTools Framework: An Application 
Programming Interface Enabling Flexibility in 
Accurate Mass and Time Tag Workflows for 
Proteomics and Metabolomics; Gordon Slysz; Erin 
Baker; Anuj Shah; Yan Shi; Navdeep Jaitly; Gordon 
Anderson; Richard Smith; Pacific Northwest National 
Laboratory, Richland, WA
TP 034 Effects of MS/MS Fragment Ion Filters for 
Proteomic-Scale Orbitrap Data on Mascot Database 
Search Results; Michael J Sweredoski; Sonja Hess; 
Caltech, Pasadena, CA
TP 035 Use of Quality Control Parameters to Optimize 
Proteomics Experiments Using Orbitrap and LTQFT 
Mass Spectrometers; Michael J Sweredoski; Geoffrey 
Smith; Anastasia Kalli; Robert Lj Graham; Sonja Hess;
Caltech, Pasadena, CA
PROTEINS: MEMBRANES, 036 - 060 
TP 036 An Integrated Strategy for Quantitative Membrane 
Proteomic and Sialylated N-Glycoproteomic Analysis 
during Human Embryonic Stem Cell Differentiation;
Wei-Wei Chang1; Yi-Ting Wang2; Chia-Li Han2; Yi-
Chuan Tsai2; Yu-Ju Chen2; John Yu1; 1ICOB, Academia 
Sinica, Taipei, Taiwan; 2IC, Academia Sinica, Taipei, 
Taiwan
TP 037 Sequential Gel-Assisted Digestion for Concomitant 
Analysis of Phosphorylated and N- and O-
Glycosylated Membrane Proteome; Chih-Wei Chien1;
Chia-Li Han 2; Chia-Feng Tsai2; Yi-Ting Wang2; Yu-Ju 
Chen2; 1National TsingHua University, Taipei, Taiwan; 
2Institute of Chemistry, Academia Sinica, Taipei, Taiwan
TP 038 High Resolution Analysis of Lipid Raft Proteomes;
Chia-Fang Lee; Xiahui Xiong; Nevada Cancer Institute, 
Las Vegas, NV
TP 039 Performance of Different Fractionation Methods for 
Quantitative Proteomics Analyses of Membrane 
Proteins from Control and TNF-Į Activated Mouse 
Macrophages; Christina Bell1, 2; Matthias Trost 1, 2;
Michel Desjardins2; Pierre Thibault1, 2; 1IRIC, Montreal, 
Canada; 2Universite de Montreal, Montreal, Canada
TP 040 Quantitative Proteomics to Elucidate the Cellular 
Response of Antimicrobial Peptides; Benjamin 
Fränzel; Dirk Wolters; Bochum, Germany
TP 041 An Approach to Personalized Membrane Tissues 
Proteomics: Case Study on Colorectal Cancer; Chia-
Li Han1; Jinn-Shiun Chen2; Err-Cheng Chan3; Chien-
Peng Wu1; Kun-Hsing Yu4; Chia-Feng Tasi1; Kuei-Tien 
Chen3; Chih-Wei Chien5; Yung-Bin Kuo6; Pei-Yi Lin1;
Jao-Song Yu3; Yu-Ju Chen1; 1Academia Sinica, Taipei, 
Taiwan; 2Chang Gung Memorial Hospital, Taoyuan, 
Taiwan; 3Chang Gung University, Taoyuan, Taiwan; 
4National Taiwan University School of Medicine, Taipei, 
Taiwan; 5National Tsing Hua University, Hsinchu, 
Taiwan; 6National Chiao Tung University, Hsinchu, 
Taiwan
TP 042 Mapping the Brain Microvessel Membrane 
Proteome; Mike Scott1; Hyun Bae Chun2; Sherry 
Niessen1; Heather Hoover1; John Yates1; Brian Eliceiri2;
Bruce Torbett1; 1The Scripps Research Institute, La 
Jolla, CA; 2Department of Surgery, University of 
California, San DIego, California
TP 043 Revealing the Intricate Membrane Protein 
Interaction Network of Yeast Peroxisomes via 
Quantitative Mass Spectrometry and Statistics; Silke 
Oeljeklaus1; Benedikt S. Reinartz1; Inga Michels1;
Sebastian Wiese2; Katharina Podwojski1; Christian 
Stephan1; Sophie Merich3; Wolfgang Schliebs1; Helmut 
E. Meyer1; Ralf Erdmann1; Cecile Brocard3; Bettina 
Warscheid2; 1Ruhr University of Bochum, Bochum, 
Germany; 2University of Duisburg-Essen, Essen, 
Germany; 3University of Vienna, Vienna, Austria
TP 044 Comparative Proteome Analyses of Outer Membrane 
Proteins and their Effect on Strain-Level 
Discrimination Using Mass Spectrometry-Based 
Proteomics Approach; Rabih Jabbour1; Mary Wade2;
Samir Deshpande3; Michael F. Stanford2; Charles Wick2;
Alan Zulich2; 1SAIC INC., Apg, MD; 2Edgewood 
Chemical and Biological Center, APG, MD; 3Science
Technology Corporation, Edgewood, MD
TP 045 Quantitative Proteomic Analysis of trichomonas 
vaginalis Membrane Proteins; Fu-An Li1; Hong-Ming 
Hsu1; Yet-Ran Chen2; Jung-Hsiang Tai1; 1Institute of 
Biomedical Sciences, Academia Sinica, Taipei, Taiwan; 
2Agricultural Biotechnology Research Center, Academia 
Sinica, Taipei, Taiwan
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TP 046 A Proteomic Platform for the Analysis of Inner and 
Outer Membranes Proteomes in escherichia coli;
Gianluca Maddalo1; Filippa Stenberg1; Hanna Eriksson1,
2; Annalisa Ambrosi1; Janne Lehtiö2; Daniel Daley1;
Leopold L. Ilag1; 1Stockholm University, Stockholm, 
Sweden; 2Karolinska Universitetssjukhuset, Stockholm, 
Sweden
TP 047 Deep Coverage of a Tightly-Disulfided Membrane 
Protein Complex; Wayne Chou; Gustavo Zardeneta; 
Luis DeLa Maza; Paul Gershon; UC-Irvine, Irvine, CA
TP 048 Comprehensive Characterization of the Inner 
Membrane Proteome of Escherichia coli Using a 
nanoLC-LTQ Orbitrap MS; Malvina Papanastasiou;
Marios Frantzeskos-Sardis; Michalis Aivaliotis; 
Spyridoula Karamanou; Anastassios Economou; IMBB-
FoRTH, Iraklio-Crete, Greece
TP 049 A Liver Mitochondrial Outer Membrane (MOM) 
Fatty Acid Transfer Complex; Kwangwon Lee; Janos 
Kerner; Charles L. Hoppel; Case Western Reserve 
University, Cleveland, Ohio
TP 050 Characterization of Photosystem I Super Complexes 
Induced by State Transitions Using Stable Isotope 
Labeling and Phosphopeptide Isolation; Hendrik O. 
Petersen1; Marta Powikrowska2; Poul E. Jensen2; Ole N. 
Jensen1; A. Jimmy Ytterberg 1; 1Univ. of Southern 
Denmark, Odense, Denmark; 2Univ. of Copenhagen, 
Copenhagen, Denmark
TP 051 Characterization of Subunits of Photosystem II, a 
Large Integral Membrane Protein Complex, 
UsingTop-Down Fourier-Transform Mass 
Spectrometry; Balakumar Thangaraj1; Christopher 
Ryan2; Puneet Souda2; Kym Faull2; Petra Fromme1;
Julian Whitelegge2; 1Arizona State University, Tempe, 
AZ; 2University of California, Los Angeles, CA
TP 052 The Ananlysis of the Structural Features of the 
Cannabinoid Receptor Using Top Down Proteomics;
Dennis Szymanski1; Malvina Papanastasiou2; Alexander 
Makriyannis1; 1Center for Drug Discovery, Boston, MA; 
2Inst of Molecular Biology, Heraklion, Greece
TP 053 Chromatographic Separation of Transmembrane 
Domain Peptides with Hyper-Crosslinked Stationary 
Phases at High Temperature Improves Their Mass 
Spectrometric Identification; Rongxiao Sa; Yu Zhang; 
Zheng Jin Tu; Matt Stone; Pete W. Carr; Edgar A. 
Arriaga; University of Minnesota, Minnespolis, MN
TP 054 TMT Labelled Elastase Digests – Informational Gain 
by Identification of Hydrophobic, Very Acidic and 
Small Peptides; Dominic Baeumlisberger; Tabiwang 
Arrey; Marion Rohmer; Benjamin Rietschel; Tobias 
Beckhaus; Bjoern Meyer; Michael Karas; Goethe
University, Frankfurt Am Main, Germany
TP 055 Topology Studies of Membrane Proteins with Known 
Structure Using Mass Spectrometry Based 
Techniques; Maria Bendz1; Lukas Käll1; Susana 
Cristobal1; Peter James2; Arne Elofsson1; 1CBR, 
Stockholm University, Stockholm, Sweden; 2Protein
Technology, Lund University, Lund, Sweden
TP 056 Mass Spectrometry Reveals that the Two Forms of 
Lpp Represent Distinct Membrane Topologies in 
Escherichia coli; Charles E. Cowles; Martin F. 
Semmelhack; Thomas J. Silhavy; Ileana M. Cristea; 
Princeton University, Princeton, New Jersey
TP 057 Distinct Ligand-Induced ȕ2 Adrenoceptor 
Conformations Revealed by Quantitative Structural 
Proteomics; Alem W. Kahsai; Kunhong Xiao; 
Sudarshan Rajagopal; SeungKirl Ahn; Christopher M. 
Lam; Arun Shukla; Jinpeng Sun; Terrence G. Oas; 
Robert J. Lefkowitz; Duke University Medical Center, 
Durham, NC
TP 058 Novel Post-Translational Modifications of the Human 
Sigma-1 Receptor Identified by Mass Spectrometry;
Hongbo Gu; Carthene R. Bazemore-Walker; Brown 
University, Providence, RI
TP 059 Enrichment of Intact Presenilin 1 by Sequential 
Membrane Solubilization and GELFREE 
Electrophoresis for LC-MRM MS; Reed Peavy1;
Landon Wilson1, 2; Stephen Barnes1, 2; Helen Kim1, 2;
1University of Alabama at Birmingham, Birmingham, 
AL; 2Targeted Metabolics/Proteomics Laboratory, 
Birmingham, AL
TP 060 MRM Assay Development for Quantification of 
Cytochrome P450 11A1 and Adrenodoxin Reductase 
in the Bovine Adrenal Cortex and Retina; Wei-Li 
Liao1; Gun Young Heo2; Nathan G. Dodder 3; Irina A. 
Pikuleva2; Illarion Turko1; 1UMBI/CARB, Rockville, 
MD; 2Case Western Reserve University, Cleveland, OH; 
3NIST, Gaithersburg, MD
PROTEINS: NON-COVALENT INTERACTIONS, 061 - 093 
TP 061 Structural Studies on Bacterial Replisome Protein 
Complexes Using Electrospray Ionization Mass 
Spectrometry; José Afonso1; Kiran Chintakayala2; Iain 
Campuzano3; Panos Soultanas2; Adam McKay4; Neil 
Oldham1; 1School of Chemistry, University of 
Nottingham, Nottingham, UK; 2CBS, University of 
Nottingham, Nottingham, UK; 3Waters Corporation, 
Manchester, UK; 4Dept of Chemistry, University College 
London, London, UK
TP 062 Detecting Large Noncovalent Protein Complexes by 
ESI-QTOF MS and ESI-IMS; Shirley H. Lomeli;
Carly N. Ferguson; Joseph A. Loo; UCLA, Los Angeles, 
CA
TP 063 Study of Non-Covalent Protein Complexes Using a 
Top-Down Approach on a Hybrid LTQ-Orbitrap 
Mass Spectrometer; Michalis Aivaliotis; Malvina 
Papanastasiou; Anastassios Economou; IMBB-FoRTH, 
Heraklion, Greece
TP 064 Nanospray and FTICR MS of Protein Complexes;
Weidong Cui; Hao Zhang; Jianzhong Wen; Robert E. 
Blankenship; Michael L. Gross; Washington University, 
St. Louis, MO
TP 065 Two Smoking Barrels: Revealing the Role of the 
Membrane Usher Protein in Pilus Biogenesis by 
Electrospray Ionisation Mass Spectrometry; Bethny 
Morrissey1; Aneika C. Leney1; Ana Toste Rego2; Denis 
Verger2; Gabriel Waksman2; Sheena E. Radford1; Alison 
E. Ashcroft1; 1University of Leeds, Leeds, UK; 2Birkbeck
and University College London, London, UK
TP 066 Characterization of Highly Heterogeneous Protein 
Systems with ESI MS: Hemoglobin-Haptoglobin
Interaction; Rinat Abzalimov; Igor A. Kaltashov;
University of Massachusetts, Amherst, MA
TP 067 Characterization of Antithrombin Binding to 
Heparin Oligomers Using Size Exclusion 
Chromatography and ESI-MS; Burcu Baykal; Rinat 
Abzalimov; Paul L. Dubin; Igor A. Kaltashov; 
University of Massachusetts, Amherst, MA
TP 068 Spectacular Conformational Change from 
Desolvated and Cationized sBBI/Trypsin Non 
Covalent Complex during CID Process; Ekaterina 
Darii1, 2; Carlos Afonso1; Sandra Alves1; Guanalini 
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Saravanamuthu2; Ivo G. Gut2; Jean-Claude Tabet1;
1Université Paris 6/UMR7201, Paris, France; 
2CEA/DSV/IG - CNG, Evry, France
TP 069 Characterizing Protein-Fatty Acid Interactions; Lan 
Liu2; Klaus Michelsen1; Elena Kitova2; Paul Schnier1;
John Klassen2; 1Amgen, Thousand Oak, CA; 2University 
of Alberta, Edmonton, AB
TP 070 Mass Spectrometry of a Novel DNA-Protein 
Complex; Lynda J. Donald; Misty D. Balcewich; Harry 
W. Duckworth; Peter C. Loewen; Brian L. Mark; 
Kenneth G. Standing; University of Manitoba, Winnipeg, 
Canada
TP 071 Studying Actin Binding Proteins and the Interaction 
of Drugs with the Actin Hydrophobic Cleft by ESI-
MS; Sabrina A. Benchaar; Shirley H. Lomeli; Alexander 
Shvetsov; Emil Reisler; Joseph A. Loo; University of 
California Los-Angeles, Department of Chemistry and 
Biochemistry, CA
TP 072 Overcoming Challenges in Native Mass 
Spectrometric Analysis of Labile Non-Covalent 
Complexes Containing Natively Unfolded Protein 
Domains; Zachary T. Quinkert; Jacyln Tetenbaum-
Novatt; Loren Hough; Michael P. Rout; Brian Chait; The 
Rockefeller University, New York, NY
TP 073 Metal-Induced Calmodulin-Peptide Interactions 
Studied by ESI-MS: Detection of Unsaturated 
Intermediates; Jingxi Pan; Lars Konermann; University 
of Western Ontario, London, Canada
TP 074 Comparing Apparent ESI-MS Binding Affinities of 
Noncovalent Protein Complexes with Solution-Phase 
Measurements; Jenna-Jiangjiang Liu; Lars Konermann; 
Univ. of Western Ontario, London, Canada
TP 075 Probing the Stoichiometry of Supramolecular 
Complexes Stabilized by Hydrophobic Interactions 
with Soft Ionization Mass Spectrometry; Konstantin 
Barylyuk1; Dan Grünstein2; Renato Zenobi1; 1ETH 
Zurich, Zurich, Switzerland; 2Max Planck Institute of 
Colloids and Interfaces, Berlin, Germany
TP 076 Quantifying Labile Protein-Ligand Interactions 
Using Electrospray Ionization Mass Spectrometry;
Amr El-Hawiet; Elena Kitova; Lan Liu; John Klassen; 
University of Alberta, Edmonton, Canada
TP 077 Characterization and Investigation of the Interaction 
between Erythrocyte Band 3 and Hemoglobin: A 
Combined ESI-MS and X-Ray Crystallography 
Approach; Jingshu Guo; Timothy Mueser; Wendell P. 
Griffith; university of toledo, Toledo, OH
TP 078 Molecular Insights into Oligomeric Intermediates in 
Amyloid Assembly Revealed Using ESI-TWIMS-MS;
Lucy A. Woods; Sheena E. Radford; Alison E. Ashcroft; 
University of Leeds, Leeds, UK
TP 079 A Conformational Study of the Hepatitis B Virus 
Capsid Protein and its Higher Order Oligomers; Dale 
A. Shepherd; Kris K. Holmes; Victoria L. Morton; 
Nicola J. Stonehouse; Alison E. Ashcroft; University of 
Leeds, Leeds, UK
TP 080 Thermodynamic and Kinetic Study of the Mutant 
Human ABO(H) Blood Group Glycosyltransferases 
Using ES-MS; Naoto Soya2; Monica Palcic1; John 
Klassen2; 1Carlsberg Laboratory, Copenhagen, 
Denmark; 2The University of Alberta, Edmonton, 
Canada
TP 081 Direct Quantification of Protein-Metal Ion Affinities 
by Electrospray Ionization Mass Spectrometry; Lu 
Deng; Nian Sun; Elena Kitova; John Klassen; University 
of Alberta, Edmonton, Canada
TP 082 Direct Detection of Gramicidin A Assembly;
Jacquelyn R. Jhingree; Christopher M. Sadek; 
Christopher W. Cairo; John S. Klassen; University of 
Alberta, Edmonton, Canada
TP 083 Comparison of Self-Assembly of Calix[6]arenes 
Analogues in Solution/Gas Phase by ESI-MS and in 
Solid Phase by X-ray Crystallography; Michael 
Blanda; Mehdi Moini; Taylor Barker; Texas State 
University, San Marcos, TX
TP 084 Electrospray Mass Spectrometry to Measure Relative 
Binding Affinities of Procyanidin Diastereomers with 
Salivary Mimetic Peptides; Nalaka Rannulu; Richard 
B. Cole; University of New Orleans, New Orleans, LA
TP 085 Beyond Thymine Quintet: Ammonium Ion Induced 
Thymine Pentamer; Bo Qiu; Hai Luo; Peking 
University, Beijing, China
TP 086 Composition and Stability of the Non-Covalent 
Complexes between Polyetyleneimine and Nucleic 
Acid Components; Danijela Smiljanic; Chrys 
Wesdemiotis; The University of Akron, Akron, OH
TP 087 Inhibition of Protein-Protein Interaction: Direct 
Analysis of Inhibitors of the MDM2/p53 Interactions 
by High-Mass MALDI Mass Spectrometry; Alexis 
Nazabal; Julien Weber; Ryan Wenzel; CovalX, 
Schlieren, Switzerland
TP 088 Investigations on the Application Range of Chemical 
Cross-Linking with NHS Esters for the Analysis of 
Noncovalent Complexes with MALDI-MS; Stefanie 
Mädler1; Markus Seitz2; John Robinson2; Renato 
Zenobi1; 1ETH Zurich, Zurich, Switzerland; 2University 
of Zurich, Zurich, Switzerland
TP 089 Unbiased Detection of in vivo Protein Interactions 
and Topologies; James Bruce1; Michael R. Hoopmann 
1; Chad Weisbrod 1; Li Yang2; Chunxiang Zheng2;
1University of Washington, Seattle, WA; 2Washington 
State University, Seattle, WA
TP 090 ESI MS Study of Ir4-Based Calixarene Clusters; Rita 
Nichiporuk; Namal de Silva; Ulla Norklit Andersen; 
Alexander Katz; University of California, Berkeley, CA
TP 091 Characterization of the Metal-Binding Sites of 
Metallothioneins and Structural Changes between 
Metal-Free and Metal-Bound Forms by Mass 
Spectrometry; Shu-Hua Chen; Zhaoxiang Wu; David 
H. Russell; Texas A&M University, College Station, TX
TP 092 Metals in Medicine: Drug Isomer Separation and 
Sequence-Specific Metallation of Peptides Using CID, 
ETD and Ion Mobility-MS; Jonathan P. Williams4; Jeff 
Brown 2; Iain D G Campuzano3; Peter Sadler1;
1University of Warwick, Chemistry Dept, Coventry, UK; 
2Waters Micromass MS Technologies, Manchester, UK; 
3Waters Corporation, Manchester, UK; 4University of 
Warwick Chemistry Dept., Coventry, UK
TP 093 The Effect of Chromium on the Proteome of 
Geobacter metallireducens; Partha Basu 1; Peter 
Chovanec1; Courtney Sparacino-Watkins1; John Stolz1;
Vadiraja Bhat 2; 1Duquesne University, Pittsburgh, PA; 
2Agilent Technologies, Wilmington, DE
PROTEINS: PHOSPHOPROTEINS, 094 - 115 
TP 094 Complementary Metal-directed Immobilized Metal 
Ion Affinity Chromatography for Phosphoproteomic 
Profiling; Yu-Ni Sun; Chia-Feng Tsai; Chuan-Chih 
Hsu; Yi-Ting Wang; Yu-Ju Chen; Institute of Chemistry, 
Academia Sinica, Taipei, Taiwan
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TP 095 Optimization and Validation of Phosphotyrosine 
Protein Enrichment for the Identification and 
Validation of Drug Response in Acute Myeloid 
Leukemia; Jia You; Shujun Liu; Guido Marcucci; 
Michael A. Freitas; Ohio State University, Columbus, 
OH
TP 096 Efficient Enrichment of Multiply Phosphorylated 
Peptides Using a Combination of Two Metal Oxide 
Resins; Tonny Johnson1; Becky Godat1; Dipankar 
Bhattacharya2; Rod Flemming1; Dan Simpson1; Marjeta 
Urh1; 1Proteomics R&D, Promega Corporation, 
Madison, WI; 2University of Wisconsin at Madison, 
Madison, WI
TP 097 Enrichment of Phosphopeptides from p65 
Immunoprecipitates Using a TiO2-Modified Nylon 
Membrane; Yujing Tan; Weihan Wang; Merlin 
Bruening; Michigan State University, East Lansing, MI
TP 098 An Informatics-Assisted Label-Free Quantitation 
Strategy that Depicts Phosphoproteomic Profiles in 
Lung Cancer Cell Invasion; Yi-Ting Wang1, 2; Chia-
Feng Tsai2; Tzu-Chan Hong3; Chih-Chiang Tsou4; Pei-
Yi Lin2; Sih-Hua Pan3; Tse-Ming Hong3; Pan-Chyr 
Yang3; Ting-Yi Sung4; Wen-Lian Hsu4; Yu-Ju Chen2;
1CBMB Program, TIG Program,Academia Sinica, 
Taipei, Taiwan; 2Institute of chemistry, Academia Sinica, 
Taipei, Taiwam; 3Ins. of Biomedical Science, Academia 
Sinica, Taipei, Taiwan; 4Inst. Info Sci, Acad. 
Sinica,Taipei, Taiwan
TP 099 Mass Spectrometry Analysis of Francisella tularensis
Bacterial Phosphoproteome Using Different 
Enrichment Techniques; Pavel Rehulka1; Petra 
Spidlova1; Benjamin Mann2; Ales Tichy1; Helena 
Rehulkova1; Jiri Stulik1; Milos Novotny2; Lenka 
Hernychova1; 1Faculty of Military Health Sci., Uni. of 
Defence, Hradec Kralove, Czech Republic; 2Dept. of 
Chemistry, Indiana University, Bloomington, IN
TP 100 A New Matrix Suitable for MALDI-ISD of 
Phosphorylated Peptides; Motoshi Sakakura; Mitsuo 
Takayama; Yokohama City University, Yokohama,
TP 101 Double Pseudo-Neutral Loss Extraction Coupled 
with Specific Derivatization for Analysis of 
Phosphoproteins; Nariyasu Mano1, 2; Takuma 
Yamazaki2; Sayaka Aoki2; Masaru Mori2; Takaaki Goto 
2; Miki Shimada1, 2; 1Tohoku University Hospital, 
Sendai, Japan; 2Tohoku University, Sendai, Japan
TP 102 Detection of a Critical Phospho-Histidine Residue in 
Cancer Metabolism Required Offline Fractionation, 
Rapid Processing, and the Orbitrap-XL's HCD Cell;
John M Asara1, 2; Matthew G Vander Heiden2, 3; 1Beth 
Israel Deaconess Medical Center, Boston, MA; 
2Harvard Medical School, Boston, MA; 3Massachusetts
Institute of Technology, Cambridge, MA
TP 103 Optimized Enrichment and LC-MS/MS Setup for 
Comprehensive Characterization of the 
Phosphotyrosine Proteome in the K562 Leukemia 
Cell Line; Konstantin Artemenko 1; Sara Bergström 
Lind1; Lioudmila Elfineh1; Corina Mayrhofer3; Jonas 
Bergquist1; Roman Zubarev 2; Ulf Pettersson1; 1Uppsala
University, Uppsala, Sweden; 2Karolinska Institute, 
Stockholm, Sweden; 3University of Veterinary Medicine, 
Vienna, Austria
TP 104 Quantitative Stoichiometry of Phosphorylation of the 
Regulatory C-Terminus in Mutant Arabidopsis
Plasma Membrane Proton Pumps; Kelli G. Kline1;
Sheher Mohsin2; Miyoshi Haruta1; Rachel Nelson1;
Gregory Barrett-Wilt 1; Michael R. Sussman1;
1University of Wisconsin, Madison, WI; 2Agilent 
Technologies, Schaumburg, IL
TP 105 Analysis of HLA-A2 MHC Phosphopeptides with 
Titanium Dioxide IMAC, Peptide Charge 
Derivatization and Electron Transfer Dissociation;
Patrick James 1; A. Michelle English1; Kara Cummings2;
Jeffrey Shabanowitz1; Victor Engelhard2; Donald F. 
Hunt1, 3; 1Dept. of Chemistry, UVA, Charlottesville, VA; 
2Dept. of Microbiology, School of Medicine, UVA, 
Charlottesville, VA; 3Dept. of Pathology, UVA, 
Charlottesville, VA
TP 106 Hyper Auto-Phosphorylation in the GTPase Domain 
of the Parkinson’s Disease Associated Protein 
LRRK2; Archer Smith IV; Philip Webber; Matthew B. 
Renfrow; James Mobley; Andrew B. West; University of 
Alabama at Birmingham, Birmingham, AL
TP 107 Investigating the Role of Phosphorylation in 
Regulating the Functions of Mammalian Sirtuin 6;
Yana V. Miteva; Fang Yu; Ileana M. Cristea; Princeton 
University, Princeton, NJ
TP 108 Characterization of Auto-Phosphorylation Sites in 
IRAK-4 and Their Role in IRAK-4 Activation; Yan-
Hui Liu; Jia Zhao; Xiaoda Niu; Hong Bian; Birendra 
Pramanik; Merck, Kenliworth, New Jersey
TP 109 Top-Down Mass Spectrometry of Cardiac Troponin 
T Revealed a Conserved Phosphorylation Pattern 
between Human and Mouse; Jiang Zhang; Serife 
Ayaz-Guner; Xintong Dong; Lisa Xu; Huseyin Guner; 
Ying Ge; University of Wisconsin-Madison, Madison, 
WI
TP 110 Label-Free LC/MSE Quantification of in vivo
Phosphorylation Sites in Arabidopsis Receptor 
Kinase BRI1 in Response to Brassinolide Treatment;
Uma Kota; Steven Clouse; Michael Goshe; NC State 
University, Raleigh, NC
TP 111 Matrine Blocks the Autophagic Degradation via 
Trafficking Process of Lysosomal Components;
Zhaohui Wang1; Jun Zhang1; Rui Xing1; Yuan Wang1;
Siqi Liu1; Youyong Lu2; 1Beijing Institute of Genomics, 
CAS, Beijing, China; 2Peking University, School of 
Oncology, Beijing, China
TP 112 Quantitative in vivo Measurements of ABA-Induced 
Changes in the Phosphoproteome of Arabidopsis
thaliana; Kelli G. Kline; Gregory Barrett-Wilt; Michael 
R. Sussman; University of Wisconsin, Madison, WI
TP 113 Mass Spectrometry Characterization of Functional 
Phosphorylations of the Membrane Protein PfCRT 
from the Digestive Vacuole of the Malaria Parasite;
Daniel Ayoub1; Christine Carapito1; Cecilia Sanchez2;
Michael Lanzer2; Alain Van Dorsselaer1; 1IPHC-DSA, 
LSMBO, ULP-CNRS (UMR7178), Strasbourg, France; 
2Hygiene Institut, Universitätsklinikum Heidelberg, 
Heidelberg, Germany
TP 114 Phosphoproteomics Characterization of Cell Cycle 
Dependent Changes in HeLa Cells Using iTRAQ® 
Reagents and LC/MS/MS System; Takeshi Shibata1;
Akira Nakanishi2; Brigitte Simons3; Ryo Yokoyama1;
Masato Aoshima1; Takuichi Tsubata1; Sumie Ando1;
Yoshio Miki2; 1K.K. AB Sciex, Tokyo, Japan; 2Tokyo 
Medical and Dental University, Tokyo, Japan; 3AB
Sciex, Tronto, Canada
TP 115 Mass Spectrometry Study of mTOR Phosphorylation 
in TORC1 and TORC2 Complexes; Stone D.-H. Shi;
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Zhihua Tao; Shaoxian Sun; Michael Greig; Pfizer 
Global R&D- La Jolla, San Diego, CA
PROTEOMICS: NEW APPROACHES II, 116 - 142 
TP 116 Optimizing Gelfree Technology and External Ion 
Accumulation to Increase Proteome for Top Down 
Mass Spectrometry; John F. Kellie 1; Philip D. 
Compton2; Adam D. Catherman1; Jeremy L. Norris3;
Chuck Witkowski 3; John Paul Quinn4; Jeremiah D. 
Tipton4; Chris L. Hendrickson4; Alan G. Marshall4,5;
Neil L. Kelleher1,2; 1University of Illinois, Urbana, IL; 
2Northwestern University, Chicago, IL; 3Protein 
Discovery, Inc., Knoxville, TN; 4NHMFL, Tallahassee, 
FL; 5Florida State University, Tallahassee, FL
TP 117 Top-Down Characterization of a Native Highly Intra-
Linked Protein: Concurrent Cleavages of Disulfide 
and Backbone Bonds; Jianzhong Chen 1, 2; Pavel 
Shiyanov1; Liwen Zhang2; John Schlager1; Kari Green-
Church 2; 1AFRL, Dayton, OH; 2The Ohio State 
Universtiy, Columbus, OH
TP 118 Top Down Proteomics at High Magnetic Field: 
Posttranslational Modifications and High Molecular 
Weight Proteins from M-Phase Arrested HeLa Cells;
Jeremiah D. Tipton1; Ji Eun Lee 2; Adam D. Catherman2;
Ken R. Durbin2; Christopher L. Hendrickson1; Mark R. 
Emmett1; Alan G. Marshall1; Neil L. Kelleher2;
1National High Magnetic Field Laboratory, Tallahassee, 
FL; 2University of Illinois, Urbana, IL
TP 119 Ultra-High-Resolution Top-Down Proteomics 
Analysis; Carsten Baessmann 1; Markus Lubeck1; Ralf 
Hartmer 1; Evert-Jan Sneekes2; Remco Swart2; 1Bruker 
Daltonik GmbH, 28359 Bremen, Germany; 2Dionex
Corporation, Amsterdam, Netherlands
TP 120 A Top-Down Mass Spectrometry Approach for the 
Identification of Metallothionein Isoforms; Sandra 
Mounicou; Laurent Ouerdane; Ryszard Lobinski; CNRS
UMR 5254 LCABIE IPREM, Pau, France
TP 121 Novel Efficient Alternatives for Essential Sample 
Preparation Techniques in Functional Proteomics;
Emily Freeman; Alexander R. Ivanov; Harvard
University HSPH, Boston, MA
TP 122 Preparation and Application of Open Tubular 
Capillary Columns Coated with Zirconium 
Phosphonate for Enrichment and Analysis of 
Phosphopeptides by MS; Wei Jie Qin; Yan Feng Xue; 
Yang Jun Zhang; Xiao Hong Qian; State Key Laboratory 
of Proteomics, Beijing Proteome Research Center, 
Beijing, China
TP 123 Efficient Enrichment of Intact Phosphoproteins Prior 
to Mass Spectrometric Analysis; He-Hsuan Hsiao;
Henning Urlaub; Bioanalytical Mass Spectrometry 
Group, MPIbpc, Goettingen, Germany
TP 124 Identification and Quantification of Proteins 
Adsorbed to Microdialysis Membranes Using Mass 
Spectrometry; Magnus Wetterhall2; Klas Hjort1;
Konstantin Artemenko 2; Marcus Sjödin2; Jonas 
Bergquist2; Lars Hillered3; Andreas Dahlin1; 1Dept. 
Engineering Science,The Ångström Laboratory, Uppsala 
University, Sweden; 2Dept. of Physical and Analytical 
Chemistry, Uppsala University, Sweden; 3Dept. of 
Neuroscience, Neurosurgery, Uppsala University, 
Sweden
TP 125 Optimization of Cell Lysis and Protein Digestion 
Protocols for the Analysis of HELA S3 Cells by LC-
MS/MS; Dominic Winter; Judith Steen; Hanno Steen; 
Harvard Medical School/Children's Hospital Boston, 
Boston, MA
TP 126 Novel Approaches for Primary Sample Preparation 
Prior to LC-MS/MS Analysis; Anna Krowczynska2;
Hamid Khoja1; Jim Laugharn3; 1Covaris, Inc., Woburn, 
MA; 2Covaris, Inc, Woburn, MA; 3Covaris, Woburn, MA
TP 127 Application of High Pressure and Highly Stable 
Trypsin-Aggregate Coating on Superparamagnetic 
Magnetite/Silica Nanoparticles for High Performance 
Proteomics; Daniel Lopez-Ferrer1; Byoungsoo Lee2;
Karl K. Weitz1; Jungbae Kim2; Richard D. Smith1;
1PNNL, Richland, WA; 2Korea University, Seoul, Korea
TP 128 Less Specific In-Gel Proteolysis: A New Perspective 
in Peptide Mass Fingerprinting; Demitrios 
Papasotiriou; Thorsten Wolfgang Jaskolla; Stavroula 
Markoutsa; Dominic Baeumlisberger; Björn Meyer; 
Michael Karas; Goethe University, Frankfurt/Main, 
Germany
TP 129 Protein Identification with High Sequence Coverage 
Achieved by a Simple Limited Digestion Method 
Inducing Miss Cleavages; Gabriel D Mazzucchelli1;
Nicolas Smargiasso1; Marie-Alice Meuwis1; Edwin De 
Pauw2; 1MS Lab, GIGA, Liege, Liege, Belgium; 2Liege 
University, Liege, Belgium
TP 130 High Throughput Analysis of Protein Tryptic Digests 
by TM-DESI Coupled with UVPD in a Linear Ion 
Trap Mass Spectrometer; Jared Shaw; Jennifer 
Brodbelt; The University of Texas at Austin, Austin, TX
TP 131 Quantitative Analysis of Protein Adsorption on 
Materials Developed for Soft Tissue Engineering;
Madalis Casiano; Xiaopeng Li; Goy Teck Lim; Judit 
Puskas; Chrys Wesdemiotis; The University of Akron, 
Akron, OH
TP 132 Proteome Wide Determination of True Turnover 
Rates in Mice; Aaron Ruhs; Anne Konzer; Silvia 
Jeratsch; Marcus Krüger; Thomas Braun; Max-Plank-
Institute for Heart and Lung Research, Bad Nauheim, 
Germany
TP 133 Proteomic Analysis of Oxidative Damage to 
Epithelium by Ultraviolet Light; Richard A. 
Eigenheer; Jennifer T. Smilowitz; Brett S. Phinney; UC
Davis, Davis, CA
TP 134 Proteolytic O18-Labeling For Quantitative Protein 
Biomarkers Discovery Using PALeO Strategy; Min 
Du; Charles P Emerson; Markus Hardt; Boston
Biomedical Research Institute, Watertown, MA
TP 135 Development and Refinement of an iTRAQ-Based 
“Tagless” Strategy for High-Throughput Purification 
and Identification of Soluble Protein Complexes;
Haichuan Liu1; Ming Dong2; Lee L Yang2; Evelin D 
Szakal1; Simon Allen1; Steven C Hall1; Susan J Fisher1;
Terry C Hazen2; Jil T Geller2; Marry E Singer2; Jian 
Jin2; Mark D Biggin2; H. Ewa Witkowska1; 1UCSF
Sandler-Moore Mass Spectrometry Core Facility, San 
Francisco, CA; 2Lawrence Berkeley National Lab, 
Berkeley, CA
TP 136 Improved Methodology for Stable Isotope Labeling 
and LC-MS/MS Analysis for Proteomic Scale 
Measurement of Protein Turnover in Plants; Wen-
Ping Chen1; Xiaoyuan Yang1, 3; Peng Yu3; Adrian D. 
Hegeman 1, 3; Aaron K. Rendahl5; Thomas F. 
McGowan2; Shahar Journo1, 4; William M. Gray3; Jerry 
D. Cohen1; 1Dept.Horti Sci and Microbial/Plant 
Genomics Inst., St. Paul, MN; 2Center for Mass 
Spectrometry and Proteomics -UofMN, St. Paul, MN; 
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3Dept. Plant Biology - U of MN, St. Paul, MN; 4Dept.
Computer Science and Engineering, Minneapolis, MN; 
5School of Statistics-UMN, St. Paul, MN
TP 137 Non-Protein Based Enrichment of Cross-Linked 
Peptides for Mass Spectrometric Analysis of Protein 
Complexes; Funing Yan; Albert Einstein College Med, 
Bronx, NY
TP 138 Affinity Purification of Covalently-Linked Peptides 
Following CNBr Cleavage of Proteins; Tujin Shi; 
University of Toronto, Toronto, Canada
TP 139 Development of a Novel Cross-Linking Strategy for 
Mapping Protein-Protein Interactions of Protein 
Complexes; Athit Kao1; Chi-li Chiu1; Danielle 
Vellucci2; Yingying Yang1; Shenheng Guan3; Scott 
Rychnovsky2; Lan Huang1; 1Depts. P&B/D&C, 
University of California, Irvine, Irvine, CA; 2Dept. 
Chem., University of California, Irvine, Irvine, CA; 
3Dept. Pharm. Chem., University of California, S.F., San 
Francisco, CA
TP 140 PALeO-Based Characterization of the Enzymatic 
Mechanism of ECE-1; Dan Andersson; Markus Hardt;
Boston Biomedical Research Institute, Watertown, MA
TP 141 15N Immonium Ion Precursor Scanning: A Novel 
Strategy for the Targeted Analysis of Proteins and 
Peptides Present in Complex Matrices; Nicholas A. 
Williamson1; Charles Reilly1; Sri-Harsha 
Ramarathinam1; Chor-Teck Tan1; Alun Jones2; Christie 
L. Hunter3; Frank Rooney3; Anthony W. Purcell1;
1University of Melbourne, Melbourne, Australia; 
2University of Queensland, Brisbane, Australia; 3Applied 
Biosystems, Foster City, CA
TP 142 Stable Isotope Shifted Matrices Enables the Use of 
Low Mass Ion Precursor Scanning for Targeted 
Metabolite Identification; Charles Reilly1; Nicholas 
Williamson2; Anthony W. Purcell1; 1University of 
Melbourne, Melbourne, Australia; 2Bio21 Institute, 
University of Melbourne, Parkville, Australia
MS OF GLYCOPROTEIN II, 143 - 166 
TP 143 MS/MS Combined with Rapid Chip-Based PNGase-F 
Digestion for the Elucidation of Structural Isomers of 
Glycans from Glycoproteins; Maggie Bynum; Javier 
Satulovsky; Hongfeng Yin; Kevin Killeen; Agilent 
Laboratories, Santa Clara, CA
TP 144 Glycomic Approach for Biomarker Quest in Bodily 
Fluids; Ute Distler; Jamal Souady; Sebastien Gallien; 
Laura Bindila; Bruno Domon; Luxembourg Clinical 
Proteomics, CRP-Sante, Strassen, Luxembourg
TP 145 Fast and Efficient Release of Glycoprotein O-Glycans 
Prior to Mass Spectrometric Analysis through 
Microwave-Assisted Enzymatic Digestion (MAED);
Dakota Derryberry; Yazen Jmeian; Zaneer Segu; 
Yuening Zhang; Yehia Mechref; METACyt Biochemical 
Analysis Center, Indiana Unive, Bloomington, IN
TP 146 Fast and Efficient Release of Glycoprotein N-Glycans 
Prior to Mass Spectrometric Analysis through 
Microwave-Assisted Enzymatic Digestion (MAED);
Yuening Zhang; Yazen Jmeian; Dakota Derryberry; 
Yehia Mechref; Indiana University, Bloomington, IN
TP 147 Analysis of N-linked Glycans from Rat Plasma; Beth 
Gillece-Castro; Erin E. Chambers; Kenneth J Fountain; 
Waters Corporation, Milford, MA
TP 148 Integrated MALDI MS Approach for Structural 
Characterization of Intact N-Linked Glycopeptides 
Using de novo Sequencing and Protein Database 
Search; Masaki Murase1; Sadanori Sekiya 1; Masaki 
Yamada1; Shigeki Kajihara1; Koichi Tanaka 1; Chee-
Hong Wong2; Hong Wang2; Samir Hanash2; 1Shimadzu
Corporation, Kyoto, Japan; 2PHS, Fred Hutchinson 
Cancer, Seattle, WA
TP 149 Relative Quantification of N-Linked Glycosylation 
Site Profiles; Daniel Clark; Eden Go; Heather Desaire; 
University of Kansas, Lawrence, KS
TP 150 Online Effective Identification of Glycopeptides 
Using LC/MS; Ling Xin; Hui Liu; Zhili Li; Chinese 
Academy of Medical Sciences, Beijing, China
TP 151 N-Linked Glycan Profile and Identification by 
HPLC-FL/ESI-QTOF MS Using Procainamide Tag;
Song Klapoetke; Jian Zhang; Steven Becht; Xuelin Gu; 
cGMP lab, PPD, Middleton, WI
TP 152 Microwave-Assisted Enzymatic Digestion for Rapid 
and Efficient Glycoprotein Identification; Zaneer 
Segu; Loubna Hammad; Yehia Mechref; Deparment of 
Chemistry, Indiana university, Bloomington, IN
TP 153 Investigation of Complex Oligosaccharides from 
Glycopeptides and Glycoproteins Using A Hybrid Ion 
Trap/TOF Mass Spectrometer Coupling with 
MALDI; Fan Xiang1; Liang Zhao 2; Andreas Franz3;
1Shimadzu Biotech, Pleasanton, CA; 2University of the 
Pacific, Stockton, CA; 3Department of Chemistry, 
University of the Pacific, Stockton, CA
TP 154 Improvements in the Glyco-Capture Protocol Using 
Hydrazide-Modified Magnetic Beads; Ten-Yang Yen;
Leslie Timpe; Chris Alleyne-Chin; Bruce Macher; San
Francisco State University, San Francisco, CA
TP 155 Glycoprotein Profiling Simplified Using an Ion Trap 
Mass Spectrometer; Mark E. Jennings II; Jolanta 
Krudysz-Amblo; Saulius Butenas; Kenneth G. Mann; 
Dwight E. Matthews; University of Vermont, Burlington, 
VT
TP 156 Rapid Glycoprotein Analysis by Hybrid Lectin-
phenylboronic Acid Functionalized Magnetic 
Nanoprobe-based Affinity Mass Spectrometry; Ying-
Wei Lu1; Chang-Yang Chen2; Li-De Huang1; Chih-Wei 
Chien1; Chia-Li Han3; Chun-Cheng Lin1; Yu-Ju Chen3;
1National Tsing Hua University, Hsinchu, Taiwan; 
2National Taiwan Normal University, Taipei, Taiwan; 
3Academia Sinica, Taipei, Taiwan
TP 157 Chemoenzymatic Synthesis and Mass Spectrometry-
Based Analysis of a Homogeneous Glycoprotein; John 
Schiel; Mark Lowenthal; Karen Phinney; National 
Institute of Standards and Technology, Gaithersburg, 
MD
TP 158 Combining CID and HCD Fragmentation with 
Bioinformatics Facilitates the Automated 
Identification of N-Linked Glycoproteins in Complex 
Protein Mixtures; Morten Rasmussen1; Morten 
Thaysen-Andersen2; Simon Mysling2; Peter Hojrup3;
1BMB, Odense, Denmark; 2BMB, University of Southern 
Denmark, Odense M, Denmark; 3University of Southern 
Denmark, Odense M, Denmark
TP 159 Development of Mass Spectrometric Methods for 
Glycoproteomic Analysis of Progranulin; Kriangsak 
Songsrirote1; Zhi Li2; David Ashford3; Andrew 
Bateman2; Jane Thomas-Oates1; 1Department of 
Chemistry, University of York, York, UK; 2Department 
of Medicine, McGill University, Montreal, Quebec, 
Canada; 3Department of Biology, University of York, 
York, UK
TP 160 Development of Glycopeptide Selected Reaction 
Monitoring for Quantitative Characterization of Site-
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Specific Protein Glycosylation; Dongdong Wang;
Marina Hincapie; Tomas Rejtar; Fateme Tousi; Barry L. 
Karger; Barnett Institiute, Northeastern University, 
Boston, MA
TP 161 Determination of Structural Isomers in Site-Specific 
Glycosylation Using NanoLC/MS; Serenus Hua1;
Charles C. Nwosu1; John S. Strum1; Hyun Joo An1; Ning 
Tang2; Keith Waddell2; Carlito B. Lebrilla1; 1University 
of California, Davis, CA; 2Agilent Technologies, Santa 
Clara, CA 
TP 162 Targeted Glycoproteomic Analysis Of Human Serum 
Proteins Using Lectin Affinity Chromatography;
Grace Ro1; Hyun Joo An1; Rudolf Grimm2; Carlito 
Lebrilla1; 1Department of Chemistry, University of 
California, Davis, CA; 2Agilent Technologies, Santa 
Clara, CA
TP 163 Characterization of Neutral and Acidic 
Glycopeptides by ZIC-HILIC Enrichment and Mass 
Spectrometry; Sven Andrecht 1; Jessica Wohlgemuth1;
Ralf Schäfer2; Arndt Asperger2; Anja Resemann2;
Andrea Schneider2; 1Merck KGaA, Darmstadt, 
Germany; 2Bruker Daltonics, Bremen, Germany
TP 164 Enrichment and Analysis of Bacterial Glycopeptides 
from Total Proteome Extracts of Francisella 
tularensis; Kelly Fulton1; Luc Tessier1; Wen Ding1; Sara 
Kilmury1; Joann Prior2; Rebecca Thomas2; Susan 
Twine1; 1National Research Council, Ottawa, Canada; 
2Defence Science and Technology Laboratory, Porton 
Down, UK
TP 165 A Capillary Monolithic Boronate Affinity Column 
for Enrichment of cis-diol Type Glycans and 
Glycopeptides; Fang-Chi Liu; Chun-Chi Tsai; Chung-
Lin Liao; Academia Sinica, Taipei, Taiwan
TP 166 Enrichment and Identification of Sulfated 
Glycoproteins for Biomarker Discovery; Masaaki 
Toyoda; Hiroyuki Kaji; Hiromichi Sawaki; Hisashi 
Narimatsu; Akihiko Kameyama; AIST, Tsukuba, Japan
QUANTITATIVE PROTEOMICS II, 167 - 192 
TP 167 Quantitative Analysis of Protein Expression with 
Isobaric Tags Using LTQ Orbitrap; Takashi 
Shinkawa; Kuniyasu Kato; Nami Yabuki; Kohji Nagano; 
Noriyuki Inomata; Masayuki Haramura; Chugai
Pharmaceutical, Kamakura, Japan
TP 168 Design of a Low Energy Gas Phase Cleavable Linker 
as the Basis for Versatile Isobaric Tags for Protein 
Quantification; Chang Ho Sohn; J. Eugene Lee; 
Michael J. Sweredoski; Robert L. Graham; Geoffrey T. 
Smith; Sonja Hess; Raymond J. Deshaies; J. L. 
Beauchamp; Caltech, Pasadena, CA
TP 169 A Novel Cysteine-Reactive Tandem Mass Tags for 
Subproteome Labeling, Enrichment and 
Quantitation; Michael Rosenblatt2; Ryan Bomgarden2;
Eric Hommema2; Karsten Kuhn1; Stefan Kienle1; Ian 
Pike1; John C. Rogers 2; 1Proteome Sciences, Cobham, 
UK; 2ThermoFisher Scientific, Rockford, IL
TP 170 Enrichment and Six-Plex Profiling of the DNA 
Damage Response Pathway Using Amine- and 
Cysteine-Reactive Tandem Mass Tags; Ryan D. 
Bomgarden; Michael M. Rosenblatt; John C. Rogers; 
Thermo Fisher Scientific, Rockford, IL
TP 171 An Attempt to Quantitative Analysis for Clinical 
Proteomics by Liquid Chromatography/ESI-Ion 
Trap MS Using Stable Isotope-Labeled 
Iodoacetanilide; Sadamu Kurono1, 2; Yuka Kaneko1, 2;
Satomi Niwayama3; 1Osaka University Graduate School 
of Medicine, Suita-shi, Osaka, Japan; 2Wako Pure 
Chemical Industries, Ltd., Chuo-ku, Osaka, Japan; 
3Texas Tech Univ., Lubbock, TX
TP 172 Novel Deuterium Coded Reagents for Protein 
Quantitation; Junxiang Zhang; Shuwei Li; Center for 
Advanced Research, Rockville, MD
TP 173 The B. subtilis Proteome under Glycolytic or 
Gluconeogenic Conditions: Discovery and 
Verification of Quantitative Differences in Key 
Metabolic Pathways; Andrea Hartmann2; Jan Muntel1;
Donna Potts3; Doerte Becher1; Hunter Christie3; Michael 
Hecker1; Matthias Glueckmann3; 1Inst.of Microbiology, 
University of Greifswald, Greifswald, Germany; 
2Sandoz, Kundl, Austria; 3AB Sciex, Various locations, 
UK, U.S.A. and Germany
TP 174 Aliphatic H/D-Isotope Dipeptide Tags for Multi 2-
plex Protein Quantification; Seung Koo Shin; Min-Soo 
Suh; Jongcheol Seo; Hye-Joo Yoon; POSTECH, 
Pohang, South Korea
TP 175 Isotope-Coded Dimethyl Labeling for Differential 
Quantitation of Posttranslational Protein 
Modification by 4-Hydroxy-2-nonenal, An End 
Product of Lipid Peroxidation; Navin Rauniyar;
Laszlo Prokai; University of North Texas Health Sc 
Center, Fort Worth, TX
TP 176 Robust Integrated Approach for High-Throughput 
Quantitative Proteome Analysis by 18O Labeling;
Elena Bonzon-Kulichenko1; Daniel Pérez-Hernández1;
Estefanía Núñez1; Pablo Martínez-Acedo1; Pedro 
Navarro1; Marco Trevisan-Herraz1; María del Carmen 
Ramos2; Saleta Sierra2; Sara Martínez-Martínez3;
Marisol Ruiz-Meana4; Elizabeth Miró-Casas4; David 
García-Dorado4; Juan Miguel Redondo3; Javier S. 
Burgos2; Jesús Vázquez1 1Lab of Protein Chemistry and 
Proteomics, CBM-SO, Madrid, Spain; 2Neuron
Biopharma S.A., Granada, Spain; 3Centro Nacional 
Investigaciones Cardiovasculares, Madrid, Spain; 
4Hospital Universitari Vall d'Hebron, Barecelona, 
Madrid
TP 177 Quantitative Performance of a Novel Trypsin-
Catalyzed 18O-Single Labeling Method for Serum 
Proteomics; Masaru Mori1; Miki Shimada1, 2; Nariyasu 
Mano1, 2; 1Tohoku University, Sendai, Japan; 2Tohoku 
University Hospital, Sendai, Japan
TP 178 Targeted Quantitative Proteomics Using Selected 
Reaction Monitoring (SRM)-Mass Spectrometry 
Coupled with an 18O-Labeled Reference as Internal 
Standards; Jong-Seo Kim; Errol Robinson; Boyd L. 
Champion; Brianne O. Petritis; Thomas L. Fillmore; 
Ronald J. Moore; Tao Liu; David G. Camp II; Richard 
D. Smith; Wei-Jun Qian; Pacific Northwest National 
Laboratory, Richland, WA
TP 179 Investigation of H2[18]O as a Tracer for Measuring 
Apolipoprotein Turnover in Mice; James Conway1;
Stephen Previs2; Nykia Walker1; Thomas McAvoy1;
Haihong Zhou1; Thomas Roddy2; Douglas Johns2;
Nathan Yates1; Ronald Hendrickson1; 1Merck Research 
Laboratories - Proteomics, Rahway, NJ; 2Merck 
Research Laboratories - Atherosclerosis, Rahway, NJ
TP 180 Integrating Lys-N Proteolysis and N-Terminal 
Guanidination for Improved Fragmentation and 
Relative Quantification of Singly-Charged Ions;
Valerie J. Carabetta; Tuo Li; Anisha Shakya; Todd M. 
Greco; Ileana M. Cristea; Princeton University, 
Princeton, NJ
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TP 181 Enhanced Detection of QconCAT-Derived Peptides 
Using Chemical Derivatization and Selected Reaction 
Monitoring; Stephen Holman 1; Isabel Riba Garcia1;
Paul Sims1; Simon J. Gaskell2; 1The University of 
Manchester, Manchester, UK; 2Queen Mary, University 
of London, London, UK
TP 182 Phosphoproteomics Based on PolyMAC and Label-
Free Quantitation; Liang Xue1; Lianshui Wang2;
Lianghai Hu1; Anton Iliuk1; Predrag Radivojac2; Randy 
Arnold2; Haixu Tang 2; W. Andy Tao1; 1Purdue
University, West Lafayette, IN; 2Indiana University, 
Bloomington, IN
TP 183 Label-Free Quantification of Protein 
Phosphorylation Using a Combination of ERLIC, 
IMAC, and LC/MS/MS: Application to Marek’s 
Disease Virus Infection; Ko-Yi Chien; Kevin 
Blackburn; Hsiao-Ching Liu; Michael Goshe; NC State 
University, Raleigh, NC
TP 184 Phosphatase-Based Phosphopeptide Quantitation 
(PPQ) for Accurate Determination of 
Phosphorylation Stoichiometry; Dominik Domanski;
Christoph H. Borchers; UVic-GBC Proteomics Centre, 
Victoria, BC
TP 185 Mass Spectrometry-Based Quantitative Approaches 
Toward Lysine Acetylation In Huntingtin; Xin Cong1;
Jason Held2; Bradford W. Gibson3; Lisa Ellerby2; 1Buck 
Institute, Novato, CA; 2Buck Institute for Age Research, 
Novato, CA; 3Buck Inst. for Age Research, Novato, CA
TP 186 Application of SILAC and LC-MS/MS to Determine 
Histone Modifications Cross-Talk in Yeast; Xiaoyan 
Guan; Neha Rastogi; Mark R. Parthun; Michael A. 
Freitas; Ohio State University, Columbus, OH
TP 187 Highly Sensitive, Accurate and High Though-Put 
Simultaneously Quantify Multiple Histone 
Modification Sites by LC/MS/MS-MRM; Agus 
Darwanto; Matthew Curtis; Matthew Schrag; Wolff 
Kirsch; Jonathan Neidigh; Kangling Zhang; Loma Linda 
University, Loma Linda, CA
TP 188 Quantitation of Proteomic Markers of Glyco-
Oxidation Using Multiple Reaction Monitoring;
Michael J. Kimzey 1; Hussein N. Yassine2; Michael A. 
Galligan1; Craig S. Stump2, 3; George Tsaprailis1; Serrine 
S. Lau1; 1Southwest Environmental Health Sciences 
Center, University of Arizona, Tucson, AZ; 2College of 
Medicine, University of Arizona, Tucson, AZ; 3Southern 
Arizona VA Healthcare System, University of Arizona, 
Tucson, AZ
TP 189 Targeted Absolute Quantification of Intact Proteins 
by Reverse Phase Liquid Chromatography-Mass 
Spectrometry, Charge Reduced Electrospray, and 
Condensation Particle Counting; Kouame Adou;
Murray V. Johnston; University of Delaware, Newark, 
DE
TP 190 Quantitation of Intact Biotherapeutic Proteins 
without Fragmentation – Targeted Ion Parking; J. 
Larry Campbell; J.C. Yves Leblanc; AB SCIEX, 
Concord, Canada
TP 191 Quantitative Analysis for Comparative Top-Down 
Proteomics; Adaikkalam Vellaichamy; Leonid 
Zamdborg; Kenneth R. Durbin; Mingxi Li; Adam D. 
Catherman; John F. Kellie; John C. Tran; Neil L. 
Kelleher; University of Illinois at Urbana-Champaign, 
Urbana, IL
TP 192 High Sensitivity LC-ESI-SRM MS Analysis Using 
Multi-Capillary Inlet/Tandem Electrodynamic Ion 
Funnel Interface; Errol Robinson; Keqi Tang; Mahmud 
Hossain; Richard D. Smith; Pacific Northwest National 
Laboratory, Richland, WA
PROTEOMICS: PEPTIDE SEQUENCING, 193 - 214 
TP 193 Target-Based Approaches Using Data Dependent and 
Independent Schemes on LTQ/Orbitrap and 
Comparison with QTrap 5500 Results; Wells Wu 1;
Craig Dufresne2; Rong-Fong Shen1; 1NIH (NIA), 
Baltimore, MD; 2Thermo Fisher Scientific, West Palm 
Beach, FL
TP 194 A Novel Method for Analyzing Protein Terminals;
Taro Kishimoto1, 2; Jun Kondo1, 2; Takako Takai-
Igarashi3; Hiroshi Tanaka3; 1Molecuence Corporation, 
Kanagawa, Japan; 2Mitsubishi Tanabe Pharma 
Corporation, Kanagawa, Japan; 3Tokyo Medical and 
Dental University, Tokyo, Japan
TP 195 Improvements in Protein Identifications in Data-
dependent Acquisition Experiments by Use of Novel 
Precursor Selection and Fragmentation Strategies;
Christine Miller; Jose Meza; Norton Kitagawa; Wilfred 
Tang; Joseph Roark; Javier Satulovsky; Patrick D. 
Perkins; Agilent Technologies, Inc., Santa Clara, CA
TP 196 Differentially Expressed Proteins Detected on 
Chromatographic Retentive Surface Capture by 
Mass Spectrometry; Enrique Dalmasso2; Amanda 
Bulman2; Fiona Plows2; Mariana Rusa 1; Detlev 
Suckau3; Martin Schuerenberg3; 1Bio-Rad Laboratories, 
Inc, Hercules, CA; 2Bio-Rad Laboratories, Inc., 
Hercules, CA; 3Bruker Daltonics, Bremen, Germany
TP 197 Integrating Gel Electrophoresis and Microwave-
Accelerated Acid Cleavage for Analysis of Plasma 
Membrane Proteins; Joe Cannon; Waeowalee 
Choksawangkarn; Catherine Fenselau; University of 
Maryland, College Park, MD
TP 198 Optimization of OFFGEL Fractionation-Based 
Shotgun Proteomic on QTOF and LTQ-Orbitrap;
Cexiong Fu; Cristian I. Ruse; Darryl J Pappin; Cold 
Spring Harbor Lab, Cold Spring Harbor, NY
TP 199 Orbitrap LC-MS/MS Data Acquisition Method to 
Increase the Depth of Analysis for Low Amounts of 
Proteins in Complex Protein Mixtures; Wenzhu 
Zhang; Elizabeth Heller; Nathaniel Heintz; Brian Chait; 
The Rockefeller University, New York, NY
TP 200 Functional Polymer Membranes for Protein 
Digestion and Peptide Separation Prior to Analysis 
by Mass Spectrometry; Weihan Wang; Fei Xu; Merlin 
Bruening; Michigan State University, East Lansing, MI
TP 201 Optimization of Duty Cycle Efficiency and 
Fragmentation Modality Choice in a Hybrid Linear 
Ion Trap-Orbitrap Mass Spectrometer; Justin 
Blethrow1; Eric C. Hemenway3; Vlad Zabrouskov2;
1Thermo Scientific, San Jose, CA; 2ThermoFisher 
Scientific, San Jose, CA; 3Thermo Fisher Scientific, San 
Jose, CA
TP 202 Energetic Manipulation of Peptide Secondary 
Structure Boosts ETD Fragmentation Efficiency;
Aaron Ledvina; Graeme McAlister; Joshua J. Coon; 
University of Wisconsin, Madison, Wisconsin
TP 203 Comprehensive Investigation into Ion Types 
Produced in Higher Energy Collisional Dissociation 
(HCD); Annette Michalski; Nadin Neuhauser; Juergen 
Cox; Matthias Mann; MPI for Biochemistry, 
Martinsried, Germany
TP 204 Peptide Identification Using Electron Capture 
Dissociation Combined with Subsequent Radical-
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Ion/Molecule Reactions on a Chromatographic Time 
Scale; Masaki Watanabe1, 2; Takashi Baba1; Gary L. 
Glish1; 1University of North Carolina, Chapel Hill, NC; 
2Hitachi High-Technologies, Hitachinaka, Ibaraki-ken, 
Japan
TP 205 Implementation of a Charge-State and Sequence-
Dependent Scoring System Dramatically Improves 
Matching of Peptide ETD Spectra; Robert Chalkley1;
Peter R Baker1; Katalin F. Medzihradszky1; A.L. 
Burlingame2; 1UCSF, San Francisco, CA; 2University of 
California, San Francisco, CA
TP 206 Middle-Down Proteomics with High Mass Accuracy 
Tandem Mass Spectrometry and Mass Accuracy 
Sensitive Database Search Engine; Roderick Davis1;
Jia You2; Michael A. Freitas2; Hua Xu 1; 1Univ Illinois at 
Chicago, Chicago, IL; 2Ohio State University, 
Columbus, OH
TP 207 SQID: An Intensity-Incorporated Peptide 
Identification Algorithm for Tandem Mass 
Spectrometry; Wenzhou Li; Li Ji; Jonathan Goya; Vicki 
H. Wysocki; University of Arizona, Tucson, AZ
TP 208 Shotgun Protein Sequencing With “Mate-Pair” 
Assembly of Tandem Mass Spectra; Adrian Guthals1,
3; Karl R. Clauser 1, 2; Nuno Bandeira1, 3; 1, Del Mar, CA; 
2Broad Institute of MIT and Harvard, Cambridge, MA; 
3CCMS, UCSD, La Jolla, CA
TP 209 Analysis of the Euplotes Genome with Proteomics 
Approaches; Fang Xie1; Vladislav A Petyuk1; Alexey V 
Lobanov2; Anton A Turanov2; Lawrence A Klobutcher3;
Heather M Mottaz-Brewer1; Marina A Gritsenko1;
Ronald J Moore1; David G. Camp II1; Vadim N 
Gladyshev2; Richard D. Smith1; 1Pacific Northwest 
National Lab, Richland, WA; 2Brigham&Women's 
Hospital, Harvard Medical School, Boston, MA; 
3University of Connecticut Health Center, Farmington, 
CT
TP 210 Characterization of Proteins Contained in the Skin 
Secretions of Bufo Melanostictus, the Common 
Asiatic Toad; Kimsiew Yap1; Aishah A. Latiff1;
Shahrul Anuar Mohd Sah2; CheeYuen Gan1; 1Doping 
Control Centre, USM, Midden, Malaysia; 2School of 
Biological Sciences, Minden, Penang
TP 211 An Automated LC-free Platform for Comprehensive 
Coverage of Mammalian Proteomes; Johannes Hewel;
Charles Yoon; Jian Liu; Peter W Zandstra; Andrew 
Emili; University of Toronto, Toronto, Canada
TP 212 Isolation and Characterization of Novel Serum 
Lectins from the American Alligator (Alligator
mississippiensis); Lancia Darville1; Venkata Ramana 
Machha2; Mark E Merchant2; Syed Azeem Hasan1;
Kermit K. Murray1; 1Louisiana State University, Baton 
Rouge, LA; 2McNeese State University, Lake Charles, 
Louisiana
TP 213 Proteomics of Human Lymph and Plasma Reveals a 
Unique Self Peptidome Associated with the Lymph;
Cristina Clement1; Laura Santambrogio2; 1Albert
Einstein CollegeMed, Bronx, NY; 2Albert Einstein 
College of Medicine, Pathology, Bronx, NY
TP 214 Determination of the pH1N1 Vaccine Proteome;
Daryl G.S. Smith; Marybeth Creskey; Terry D. Cyr;
Health Canada, Ottawa, Canada
BIOMARKER DISCOVERY II, 215 - 246 
TP 215 Proteomic Analysis of Human Plasma in Search of 
Potential Biomarkers Associated with Protection 
from Asthma; Mike Galligan1, 2; Linda A. Breci3;
Timothy R. Radabaugh1, 2; George Tsaprailis1; Dean 
Billheimer4, 8; Mailyn Halonen5, 6; Donata Vercelli6, 7;
Serrine S. Lau1, 2; 1Southwest Environmental Health 
Sciences Center, U. Arizona, Tucson, AZ; 2Dept. of 
Pharm/Tox, College of Pharmacy, U. Arizona, Tucson, 
AZ; 3Dept. of Chemistry, U. Arizona, Tucson, AZ; 
4Statistics Consulting Laboratory, U. Arizona, Tucson, 
AZ; 5Dept. of Pharmacology, U. Arizona, Tucson, AZ; 
6Arizona Respiratory Center, U. Arizona, Tucson, AZ; 
7Arizona Center for the Biology of Complex Diseases, U. 
Arizona, Tucson, AZ; 8Dept. of Agricultural and 
Biosystems Engineering, U. Arizona, Tucson, AZ
TP 216 Using MALDI-TOF Profile Spectra of Spinal Cord 
Tissue to Discover an ALS-Associated Molecular 
Profile; Joshua L. Johnson1; Daryl A. Bosco2; Robert H. 
Brown Jr. 2; Jeffrey N. Agar1; 1Brandeis University, 
Waltham, MA; 2University of Massachusetts Medical 
School, Worcester, MA
TP 217 Biomarker Status of Proteins in Circulating Immune 
Complexes from Rheumatoid Arthritis, 
Dermatomyositis, Systemic Lupus Erythematosus 
and Juvenile Idiopathic Arthritis Samples; Leticia 
Cano; University of Nevada, Reno, NV
TP 218 Pigment Epithelium-Derived Factor (PEDF): 
Discovery and Verification of a Preeclampsia 
Biomarker with a Role in the Pathogenesis of the 
Syndrome; Katherine Williams; Yan Zhou; Michael 
McMaster; Susan Fisher; University of California San 
Francisco, San Francisco, CA
TP 219 Proteomic-Based Approach for Biomarker Discovery 
to Predict Silent Cerebral Infarct in Patients with 
Sickle Cell Disease; Lisa M. Williams1; Zongming Fu1;
Pratima Pratima 1; Timothy Yen1; William J. Savage1;
Emily Barron-Casella1; John J. Strouse1; Michael R. 
DeBaun2; Jennifer Van Eyk1; Allen Everett1; Casella1;
1Johns Hopkins University, Baltimore, MD; 2Washington 
University in St. Louis, St. Louis, MO
TP 220 Proteome Mining of Ventricular Cerebrospinal Fluid 
from Patients with Traumatic Brain Injury Using 
Hexapeptide Ligand Libraries and Shotgun Mass 
Spectrometry; Marcus Sjödin; Jonas Bergquist; Magnus 
Wetterhall; Dept. of Physical and Analytical Chemistry, 
Uppsala University, Sweden
TP 221 Rapid Identification of Listeria Bacteria by 
Proteomics Approaches Using MALDI Mass 
Spectrometry; Patrick Pribil1; Jacqueline Upham2;
James MacNeil2; Takeo Sakuma1; 1AB/ SCIEX, 
Concord, Canada; 2Canadian Food Inspection Agency, 
Dartmouth, Canada
TP 222 DMPO Provides Resistance to Necrosis for Murine 
Macrophages Exposed to Anthrax LeTx and Serves 
as a Marker for Proteomic Studies; Allison N
Schorzman 1; Jeffrey F. Kuhn2; Kenneth B. Tomer1;
1NIEHS, Research Triangle Park, NC; 2NIEHS/SRA, 
Garner, NC
TP 223 Identification of Serum Biomarkers in Poultry with 
Leg Problems; Komal Rasaputra1, 2; Narayan C Rath2;
Rohana Liyanage 1; Jack Lay1; 1University of Arkansas, 
Fayetteville, AR; 2Agricultural Research Service/ USDA, 
Fayetteville, AR
TP 224 Protein Biomarkers of Disease Resistance in Apis 
mellifera; M. Marta Guarna1; Amy P.M. Tam1; Andony 
P. Melathopoulos2; Robert Parker1; Stephen F. Pernal2;
Leonard J. Foster1; 1University of British Columbia, 
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Vancouver, Canada; 2Agriculture and Agri-Food 
Canada, Beaverlodge, Canada
TP 225 Differential Gel Electrophoresis of Bovine Samples 
from Cattle Treated with Zeranol: Mechanism of 
Positive Muscle Growth in Cattle; Jocelyn Hach1;
Young C Lin2; Wei-Ping Ye2; John Mark Reddish2; Kari 
Green-Church 3; Macdonald Wick3; 1OSU Mass Spec & 
Proteomics Fac, Columbus, OH; 2The Ohio State 
University, Columbus, OH; 3The Ohio State Universtiy, 
Columbus, OH
TP 226 Protein Profiling Using Tandem Mass Tags (TMT) to 
identify Skin Sensitizing Chemicals in Human Cell 
Culture Models; Petra Budde1; Stefanie Ohnesorge2;
Christian Baumann 1; Lisa Dietz2; Stefan Selzer1;
Karsten Kuhn1; Sasa Koncarevic1; Marco Schaerfke1;
Hans-Dieter Zucht1; Herrmann-Josef Thierse2;
1Proteome Sciences R&D GmbH & Co. KG, Frankfurt, 
Germany; 2University Heidelberg, UMM, Mannheim, 
Germany
TP 227 Measuring Adducts of Human Serum Albumin as 
Biomarkers of Exposure to Toxic Substances; He Li1;
William Funk2; Hasmik Grigoryan1; Maria Demireva1;
Evan R. Williams1; Anthony T. Iavarone1; Jacques 
Riby1; Samansa Lu1; Sherri Rose1; Mark van der Laan1;
Stephen M. Rappaport1; 1University of California, 
Berkeley, Berkeley, CA; 2University of North Carolina, 
Chapel Hill, Chapel Hill, North Carolina
TP 228 SILAC and Mass-Spectrometry for the Assessment of 
Effects of Imatinib on the Global Protein Expression 
in the Human K562 Cells; Lei Xiong; Yinsheng Wang; 
University of California, Riverside, CA
TP 229 High-Throughput Proteomic Screening of Chemicals 
for Estrogenic and Androgenic Activity Using Mass 
Spectrometry; Kimberly A. Salinas; Michael J. 
Hemmer; Peggy S. Harris; Sherry S. Vickery; U.S.EPA, 
ORD, NHEERL, Gulf Ecology Division, Gulf Breeze, FL
TP 230 UV-Induced Human Epidermal Protein Expression 
Changes are Explored with iTRAQ®; Technology 
and ProteinPilot Descriptive Statistical Template;
Elhabib Benlhabib; Leeann Higgins; Lorraine Anderson; 
Maria K. Hordinsky; Ana Carina A JunqueiraBertin; 
Ioanna G. Panoutsopoulou; Gwen Wendelschafer-Crabb; 
William R. Kennedy; George L. Wilcox; University of 
Minnesota, Minneapolis, MN
TP 231 Searching for a Diagnostic Marker of Ovarian 
Hyperstimulation Syndrome Using LC-ESI-FTICR 
and LC-MALDI-TOF Mass Spectrometry; Petr 
Halada1; Karla Jarkovska2; Daniel Kavan1; Karel 
Rezabek3; Jiri Moos4; Petr Novak1; Hana Kovarova2;
1Institute of Microbiology v.v.i., Prague 4, Czech 
Republic; 2Institute of Animal Physiology and Genetics 
v.v.i., Libechov, Czech Republic; 3Department of 
Obstetric and Gynecology, Prague, Czech Republic; 
4Sigma Aldrich, spol.s r.o., Prague, Czech Republic
TP 232 Differential Intact Mass Analysis (DIMA): A 
Translational Pipeline For Label-Free Top-Down 
Discovery and High-Throughput Validation of 
Proteins and PTMs; Daniel Smith1; Jaekuk Kim1; Alex 
Swaim2; Steven Patrie1; 1UT Southwestern Medical 
Center, Dallas, TX; 2UT Dallas, Kingwood, TX
TP 233 Heat Stabilization of Serum for Standardized Peptide 
Profiling; Alexandra Van Remoortere2; Karl Sköld1;
André M. Deelder2; Yuri E.M. Van Der Burgt2;
1Denator AB, Uppsala, Sweden; 2Leiden University 
Medical Center, Leiden, The Netherlands
TP 234 New Proteomics Approaches for Biomarker 
Discovery; Izabela Sokolowska1; Supriya Mathur1;
Melissa Butkiewicz1; Rama Yakubu1; Christopher 
Talbot1; Jonathan Samson1; Mary Ann Gawinowicz2;
Alisa Woods3; Costel Darie1; 1Clarkson University, 
Potsdam, NY; 2Protein Core Facility, New York, NY; 
3Padure Biomed, Potsdam, NY
TP 235 A New Paradigm for Disease Diagnosis Based on the 
Analysis of the Serum Soluble Human Leukocyte 
Antigen Peptidome; Michal Bassani-Sternberg1; Eilon 
Barnea1; Ilan Beer2; Tami Katz3; Irit Avivi3; Arie 
Admon1; 1Technion - Israel Institute of Tech, Haifa, 
Israel; 2IBM Haifa Research Lab, Haifa, Israel; 
3Rambam Hospital, Haifa, Israel
TP 236 Investigation of the Origin of Orphan Peptides;
Sunhee Jung; Alexandre Panchaud; Priska Von Haller; 
John D. Aitchison; David R. Goodlett; University of 
Washington, Seattle, WA
TP 237 Differential Protein Expression Classifier for 
Biomarker Discovery for Early Detection of Human 
Disease Prognosis; Parminder Kaur; Daniela Schlatzer; 
Mark Chance; Case Western Reserve Univ., Cleveland, 
OH
TP 238 Antigen-Specific Markers in Immunoglobulin 
Peptides from Rat Immune Sera; Martijn Vanduijn;
Lennard Dekker; Lona Zeneyedpour; Peter Maat; Peter 
Sillevis-Smitt; Theo Marten Luider; Erasmus MC, 
Rotterdam, Netherlands
TP 239 Workflow Comparison for Label-Free, Quantitative 
Secretome Proteomics for Cancer Biomarker 
Discovery; Method Evaluation, Differential Analysis 
and Verification in Serum; Sander R. Piersma1; Ulrike 
Fiedler2; Connie R. Jimenez1; 1VU University medical 
center, Amsterdam, Netherlands; 2Proqinase GMBH, 
Freiburg, Germany
TP 240 Identification of the Covalent Binding Sites of the 
Cyclopentenone Prostaglandin 15-Deoxy- ǻ12,14-
Prostaglandin J2 (15d-PGJ2) in Ubiquitin Carboxy-
Terminal Hydrolase L1 (UCH-L1); Guy Uechi; Hao 
Liu; Steven Graham; Billy Day; Manimalha 
Balasubramani; University of Pittsburgh, Pittsburgh, PA
TP 241 Cysteinyl Peptide Enrichment Combined with 
iTRAQ as an Alternative to ICAT; Vojtech Tambor1, 2;
Juraj Lenco1; Marek Link1; Marian Kacerovsky2; Jiri 
Stulik1; 1Institute of Molecular Pathology, FMHS, UoD, 
Hradec Kralove, Czech Republic; 2University Hospital 
Hradec Kralove, Hradec Kralove, Czech Republic
TP 242 High-Throughput Serum Peptide Profiling with 
MALDI-TOF, MALDI-FTICR and Quality Control 
Based on Isotopic Distributions; Simone Nicolardi;
Magnus Palmblad; Hans Dalebout; Marco R. 
Bladergroen; Rob A.E.M. Tollenaar; André M. Deelder; 
Yuri E.M. Van Der Burgt; Leiden University Medical 
Center, Leiden, Netherlands
TP 243 Differential Human Plasma Proteomics Based on 
AniBAL Quantification, Peptide-Level Off-Gel 
Isoelectric Focusing and Semantic Network Analysis;
Laure Marvin-Guy1, 2; Andreas Fuerholz1, 2; Sandrine 
Wagnière1, 2; Michael Affolter1, 2; Robert Mansourian1, 2;
Marie-Camille Zwahlen1, 2; Martin Kussmannn1,2; 1,
Lausanne 26, Switzerland; 2Nestlé Research Center, 
Lausanne, Switzerland
TP 244 Characterization of Phosphopeptides by Data-
Independent LCMS Using an LTQ-Orbitrap: All 
Ions All the Time; Jeffrey Silva; Charles L. Farnsworth; 
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Matthew P. Stokes; Jian-Min Ren; Joan MacNeill; John 
Rush; Cell Signaling Technology, Danvers, MA
TP 245 Evaluation of Core-Shell Hydrogel Nanoparticles as a 
Platform for MALDI-TOF MS Based Biomarker 
Discovery Platform; Brian Feild1; Benjamin Lepene3;
Alessandra Luccini2; Scott Kuzdzal1; Emanuel 
Petricoin2; Lance Liotta2; 1Shimadzu, Columbia, MD; 
2George Mason University, Manassas, VA; 3Ceres 
Nanosciences, LLLP, Manassas, VA
TP 246 A Peptidomic Strategy for Distinguishing Digestion-
Resistant and Potentially Antigenic Peptides Using 
Data-Independent Liquid-Chromatography Mass-
Spectrometry; Siobhan Shay; A. Daniel Jones; 
Michigan State University, East Lansing, MI
PROTEOMICS: PTM DETERMINATION, 247 - 268 
TP 247 Universal Click Chemistry-Based Enrichment of 
Multiple PTM Subclasses Coupled with Rapid 
Modification Site Identification; Tamara Nyberg;
Xiao-Dong Qian; Peter Slade; Wenxi Huang; Brian 
Agnew; Life Technologies, Eugene, Oregon
TP 248 Optimized Data Analysis for Trypanosoma cruzi
Proteomics; Xiang Zhu1; Marshall W. Bern3; Brent 
Weatherly1; James Attwood2; Ron Orlando1; 1University 
of Georgia, Athens, GA; 2BioInquire, Athens, GA; 3Palo 
Alto Research Center, Palo Alto, CA
TP 249 Selective Chemoprecipitation and Subsequent 
Release of Tagged Species for LC-MS/MS Analysis of 
Nitropeptides; Jia Guo; Katalin Prokai-Tatrai; Laszlo 
Prokai; University of North Texas Health Science 
Center, Fort Worth, TX
TP 250 Detection and Quantitation of in vitro Tyrosine 
Nitration via Selective Reaction Monitoring Mass 
Spectrometry; Kent Seeley1, 2; Stanley M. Stevens, Jr. 1,
2; 1University of South Florida, Tampa, FL; 2University 
of South Florida, Tampa, FL
TP 251 Proteomic Analysis of Protein Fatty Acylation; Li 
Jing; Piotr Ruchala; Alan Waring; Julian Whitelegge; 
University of California Los Angeles, Los Angeles, CA
TP 252 Comprehensive Identification and Modified-Site 
Mapping of S-Nitrosylated Targets in Prostate 
Epithelial Cells; Ying Wai Lam; Jared Isaac; Yong 
Yuan; C. V. Suresh Babu; Jarek Miller; Shuk-Mei Ho; 
University of Cincinnati College of Medicine, 
Cincinnati, OH
TP 253 Mass Spectrometric Identification of Nitrotyrosine-
Containing Proteins in Postmortem Brain Tissue of 
Individuals Diagnosed with HIV and HIV-
Encephalitis; Lerna Uzasci; Avindra Nath; Robert J. 
Cotter; Johns Hopkins University School of Medicine, 
Baltimore, MD
TP 254 SIRT3 Inhibition by 4-Hydroxy-2-nonenal 
Characterized by MALDI-TOF/TOF and Molecular 
Modeling Studies; Kristofer Fritz1; James Roede2;
Philip Reigan1; Dennis Petersen1; 1University of 
Colorado Denver, Aurora, CO; 2Emory University, 
Atlanta, GA
TP 255 Profiling of N-Acetylated Protein Termini Provides 
in-Depth Insights into the N-Terminal Nature of the 
Proteome; Andreas Helbig; Sharon Gauci; Reinout 
Raijmakers; Bas van Breukelen; Monique Slijper; 
Shabaz Mohammed; Albert J.R. Heck; Utrecht 
University, Utrecht, Netherlands
TP 256 Development of Chemical Methods for the Detection 
of Protein N-Homocysteinylation; Tianzhu Zang;
Bobby K Lee; Zhaohui Sunny Zhou; Northeastern
University, Boston, MA
TP 257 Disulfide Bond Analysis Using Automatic A1 Ion 
Screening and its Application to Structural 
Characterization of Protein Pharmaceuticals; Sheng 
Yu Huang1; Chao Chi Chen1; Yu Ting Hsieh2; Sung 
Fang Chen2; Fong Ku Shi1; 1Mass Solutions Technology, 
Taipei County, Taiwan; 2Dept.Chemistry, National 
Taiwan Normal University, Taipei, Taiwan
TP 258 Enabling Techniques for a High Sensitivity Targeted 
Proteomic Approach to Dissect the Dynamics of 
Reversible Cysteine Modifications; Kuan-Ting Pan1, 2;
Yen-Chun Lai3; Chi-Chi Chou2; Yi-Yun Chen1, 2; Tzu-
Ching Meng1, 4; Kay-Hooi Khoo2, 4; 1IBS, National 
Taiwan University, Taipei, Taiwan; 2NRPGM Core 
Facilities for Proteomics and Glycomics, Taipei, 
Taiwan; 3GILS, National Defense Medica Center, 
Taipei, Taiwan; 4IBC, Academia Sinica, Taipei, Taiwan
TP 259 Analysis of the Cross-Talk between NEDDylation 
and Ubiquitination; Mark Larance; Dimitris Xirodimas; 
Angus I. Lamond; Wellcome Trust Centre for GRE 
University of Dundee, Dundee, UK
TP 260 Tandem Mass Spectrometry of Proteins to Identify 
and Determine the Location of Unknown 
Modifications by Small Organic Molecules; Aruna S. 
Prakash; Matthew F. Burton; Lisa K. Bergman-Bailey; 
John M. Sanderson; Patrick G. Steel; R. Paul Yeo; 
Jackie A. Mosely; Durham University, Durham, UK
TP 261 Software for Determination of Peptides with labile 
PTMs from Non-Tandem Mass Spectral Data;
Jennifer Busby; Kristie Lindsey Rose; Valerie Cavett; 
Bruce Pascal; The Scripps Research Institute, Scripps 
Florida, Jupiter, FL
TP 262 A Rapid Sample Workup Method for the Analysis of 
Complete Sequence, PTMs and Structures of 
Targeted Proteins; Nan Wang; Liang Li; Department of 
Chemistry,University of Alberta, Edmonton, Canada
TP 263 PTM Characterization on Highly Modified Proteins 
Using Sensitive Enrichment and Peptide Charge 
Modification Strategies for CAD and FETD Mass 
Spectrometry; Jeremy Balsbaugh1; Emily Hall1; Ronald 
Copeland2; Yi Hao1; A. Michelle English1; Namrata 
Udeshi4; Daniel Lim3; Jeffrey Shabanowitz1; David 
Brautigan1; Gerald Har2; Ian Macara1; Donald F. Hunt1;
1University of Virginia, Charlottesville, VA; 2Johns 
Hopkins University, Baltimore, MD; 3Yale University, 
New Haven, CT; 4Broad Institute of MIT and Harvard, 
Cambridge, MA
TP 264 Identification of FXR Acetylation Regulated by p300 
and SIRT1 in Metabolic Diseases; Jongsook Kim 
Kemper1; Bkaskar Ponugoti1; Sungsoon Fang1; Deepthi 
Kanamaluru1; Ji Miao1; Stephanie Tsang1; Shwu-Yuan 
Wu2; Cheng-Ming Chiang2; Timothy D. Veenstra3; Zhen 
Xiao3; 1University of Illinois, Urbana, IL; 2University of 
Texas, Southwestern Medical Center, Dallas, TX; 3SAIC
- Frederick, Inc., Frederick, MD
TP 265 A Novel Proteomics Approach for the Large-Scale 
Analysis of Protein SUMOylation in Mammalian 
Cells; Louiza Mahrouche1, 2; Frederic Galisson3; Eric 
Bonneil1; Mounira K. Chelbi-Alix3; Pierre Thibault1, 2;
1Universite.de Montreal, IRIC, Montreal, Canada; 
2Universite de Montreal, Biochemistry department, 
Montreal, QC, Canada; 3Institut André Lwoff CNRS, 
Paris, France
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TP 266 Electron-Capture and Electron-Transfer Dissociation 
for Top-Down Fourier-Transform Mass 
Spectrometry of Membrane Proteins; Balakumar 
Thangaraj2; Christopher Ryan1; Li Jing1; Puneet Souda1;
Kym Faull1; Petra Fromme2; Julian Whitelegge1;
1University of California LA, Los Angeles, CA; 2Arizona
State University, Tempe, Arizona
TP 267 Combinatorial Post-Translational Modifications: 
How Do Multiple Modifications Function in 
Concert?; Nicolas L. Young; Peter A. Dimaggio; Gary 
Leroy; Barry Zee; Benjamin Garcia; Princeton 
University, Princeton, NJ
TP 268 Resin-Assisted Capture (RAC) Methods and Mass 
Spectrometry for Site Localization and Quantitation 
of Low Abundance Post-Translational Modifications;
J. Will Thompson; Michael T. Forrester; Erik J 
Soderblom; Matthew W. Foster; Laura G. Dubois; 
Meredith Turner; Wei Yang; Wulf Paschen; M. Arthur 
Moseley; Duke University School of Medicine, Durham, 
NC
NEUROPEPTIDES, 269 - 280 
TP 269 Magnetic Beads to Enhance Microdialysis Recovery 
of Neuropeptides; Claire M. Schmerberg; Lingjun Li; 
University of Wisconsin-Madison, Madison, WI
TP 270 A Novel CIEF-MALDI-FTMS Based Platform for 
Neuropeptide Analysis; Zichuan Zhang; Junhua Wang; 
Lingjun Li; School of Pharmacy, University of 
Wisconsin, Madison, WI
TP 271 Mass Spectral Identification and Quantification of 
Neuropeptides in the Stomatogastric Ganglion of the 
Lobster Homarus americanus during Development;
Xiaoyue Jiang; Ruibing Chen; Junhua Wang; Lingjun 
Li; School of Pharmacy,University of Wisconsin-
Madison, Madison, WI
TP 272 Evaluation of Different Neuropeptide Sample 
Preparation Strategies for Optimal 
Neuropeptidomics Research; Henrik Wadensten1;
Anna Nilsson1; Martijn Pinkse2; Inez Finoulst2; Patrik 
Källback1; Peter D. Verhaert2; Per E. Andren1; 1Uppsala 
University, Uppsala, Sweden; 2Delft University of 
Technology, Delft, Netherlands
TP 273 Mapping of Crustacean Hyperglycemic Hormone 
(CHH) Family Neuropeptides and Their Roles in 
Response to Environmental Stimuli; Chenxi Jia; Limei 
Hui; Ruibing Chen; Yuzhuo Zhang; Lingjun Li; UW-
Madison, Madison, WI
TP 274 Mass Spectrometric Analysis of Axonal Proteins that 
Interact with SMN; Bikem Akten; Mustafa Sahin; 
Judith Steen; Children's Hospital Boston, Boston, MA
TP 275 Investigation of Metabolites, Signaling Molecules, 
Peptides, and Proteins in Mammalian Cells Using 
Capillary Electrophoresis-Electrospray Ionization-
Mass Spectrometry; Ann Knolhoff; Peter Nemes; 
Jonathan Sweedler; University of Illinois, Urbana, IL
TP 276 Expression and Distribution of Neuropeptides in the 
Nervous System of the Crab Carcinus maenas and 
their Roles in Environmental Stress; Yuzhuo Zhang1;
Lingjun Li2; 1UW Madison, Madison, WI; 2University of 
Wisconsin, Madison, WI
TP 277 Neuropeptide Extraction from Tissues: Minimizing 
Analyte Alterations; Elizabeth A. Stemmler; Elizabeth 
E. Barton; Onyi Esonu; Laura L. Onderko; Patsy S. 
Dickinson; Bowdoin College, Brunswick, ME
TP 278 Identification of a Novel, Endogenous Substrate of 
Prolylcarboxypeptidase in Cerebrospinal Fluid by 
High Resolution CID, HCD, and ETD; Helene 
Cardasis; Yi Du; Katie Southwick; Xuemei Zhao; Shirly 
Pinto; Nathan Yates; Ronald Hendrickson; Merck 
Research Laboratories, Rahway, NJ
TP 279 Frog Skin Peptides – Sequence Analysis and 
Characterization of Particular Fragmentation 
Features; Markus Langsdorf1; Alireza Ghassempour2;
Andreas Roempp1; Bernhard Spengler1; 1Justus Liebig 
University, Giessen, Germany; 2Shahid Beheshti 
University, Tehran, Iran
TP 280 Amphibian Skin Peptidome: Efficiency of Mass 
Spectrometric Elucidation; Albert T. Lebedev; Tatiana 
Samgina; Moscow State University, Moscow, Russian 
Federation
PROTEOMICS SYSTEMS BIOLOGY: GEL BASED, 281 - 302 
TP 281 Mortalin Over Expression Regulates the Proteome of 
Cultured Astrocytes; Mauricio Ramirez; Cristina 
Osorio; Mihaela Mocanu; Sun Yong Jeong; Eric 
Hamlett; Carol Parker; Preeti Kodavanti; Oscar Alzate; 
University of North Carolina, Chapel Hill, NC
TP 282 A High Through-Put Proteomics Analysis on 
Cardiomyocytes Treated by Genistein: Possible 
Association with Cardioprotective Effects; Zeyu Sun;
Karyn Hamilton; Kenneth Reardon; Colorado State 
University, Fort Collins, CO
TP 283 Differential Proteome Profiles in Human Oral 
Epithelial Cells of HIV-Positive on HAART Patients;
Elizabeth H Yohannes; Santosh K. K. Ghosh; Gaurav 
S.J.B. Rana; Thomas S. McCormick; Aaron Weinberg; 
Mark R. Chance; Case Western Reserve Univers, 
Cleveland, OH
TP 284 Proteomic Landscape of Sensory Hair Cells and 
Supporting Cells: Deciphering Hearing and Balance;
Chris Adams; Zhaohua Guo; Taha Jan; Stefan Heller; 
Meike Herget; Stanford University, Stanford, CA
TP 285 Evaluation of Data-Dependant Versus Data-
Independent Proteomic Approaches for 
Identification of Huntingtin Protein Networks in 
BACHD mice; Erin R. Greiner 1; Dyna I. Shirasaki1; X. 
William Yang2; Joseph A. Loo1; 1UCLA, Department of 
Chemistry & Biochemistry, Los Angeles, CA; 2UCLA, 
Brain Research Institiute, Los Angeles, CA
TP 286 Establishing Proteomic Fingerprints of Cells from 
the Hematopoietic Lineage Using Global Proteome 
Coverage, Gene Ontology and Ingenuity Pathway 
Analysis; Arash Khosrovi-Eghbal; Geraldine M Walsh; 
Joseph Anthony; James Xu; Juergen Kast; University of 
British Columbia, Vancouver, Canada
TP 287 Proteomic Analysis of the Platelet Membrane and 
Platelet Releasate: Insights into the Interaction of 
Platelets with other Blood Cells; Geraldine M Walsh;
Daniel Ramb; Juergen Kast; University of British 
Columbia, Vancouver, Canada
TP 288 Systems Investigation of the MyD88 Dependent 
Phosphoproteome; Harsha P. Gunawardena; Li Wang;
Cui Liu; Ying Du; Xian Chen; University of North 
Carolina at Chapel Hill, Chapel Hill, NC
TP 289 ATP Binding Cassette Transporter A1 Regulates the 
Lipid Raft Proteome of the Resting and 
Lipopolysaccharide-Stimulated Macrophage; Saiful 
M. Chowdhury1; Xuewei Zhu2; Jason G. Williams1;
Leesa J. Deterding1; B. Alex Merrick1; John S. Parks2;
Kenneth B. Tomer1; Michael B. Fessler1; 1NIEHS, Rtp, 
NC; 2Wake Forest University Health Sciences, Winston-
Salem, NC
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TP 290 Study of Protein Complexes Using Mass 
Spectrometry Coupled with Multidimensional 
Orthogonal Electrophoresis System; Xiaodong Wang;
Zhili Li; Chinese Academy of Medical Sciences, Beijing, 
China
TP 291 Analysis of the Interactome of Modified Chromatin 
Using Quantitative Mass Spectrometry; Miroslav 
Nikolov; Alexandra Stuetzer; Szabolcs Soeroes; 
Wolfgang Fischle; Henning Urlaub; MPI for Biophysical 
Chemistry, Goettingen, Germany
TP 292 Studying Changes in the Global Proteome in 
Response to Altered Cdc42 Expression by 
Quantitative Mass Spectrometry; Cordula 
Klockenbusch; Sebastian Dilly; Juergen Kast; University 
of British Columbia, Vancouver, Canada
TP 293 Differential Proteome Analysis Applied to the 
Human Neural Stem Cell; Kun Cho; Gun Wook Park; 
Jin Young Kim; Kyung-Hoon Kwon; Jong Shin Yoo; 
KBSI, Chungbuk, South Korea
TP 294 High-Throughput IP/MS For Discovery Of The 
Endogenous Regulatory Protein Complex Networks;
Anna Malovannaya; Doug Chan; Sung Yun Jung; 
Nguyen Le; Chen Ding; Yaroslava Bulynko; Yi Shi; 
Bert O'Malley; Rainer Lanz; Jun Qin; Baylor College of 
Medicine, Houston, TX
TP 295 Systems Biology of Conus: Identification of ER 
Chaperones Involved in Toxin Biosynthesis; Helena 
Safavi-Hemami1; Grzegorz Bulaj2; Nicholas A. 
Williamson1; Pradip Bandyopadhyay2; Baldomero M. 
Olivera2; Anthony W. Purcell1; 1University of 
Melbourne, Melbourne, Australia; 2University of Utah, 
Salt Lake City, Utah
TP 296 Proteogenomics of Pristionchus pacificus Reveals 
Distinct Proteome Structure of Nematode Models;
Nadine Borchert1; Christoph Dieterich2; Karsten Krug3;
Wolfgang Schütz3; Stephan Jung3; Alfred Nordheim4;
Ralf J. Sommer1; Boris Macek3; 1Max-Planck-Institute 
for Developmental Biology, Tübingen, Germany; 2Max-
Delbrueck-Center for Molecular Medicine, Berlin, 
Germany; 3Proteome Center Tübingen, University of 
Tübingen, Tübingen, Germany; 4Department of 
Molecular Biology, Univ. of Tubingen, Tubingen, 
Germany
TP 297 Interactome of the Nuclear Basket Proteins of the 
Yeast Nuclear Pore Complex; Kelly Molloy1; Mario 
Niepel4; Ileana M. Cristea2; Rosemary Williams1;
Jeremy Luban3; Brian Chait1; Michael Rout1; Caterina 
Strambio De Castillia3; 1The Rockefeller University, New 
York, NY; 2Princeton University, Princeton, NJ; 
3University of Geneva, Geneva, Switzerland; 4Harvard 
Medical School, Boston, MA
TP 298 The Yeast Interactome Under Oxidative Stress;
Qiang Gao; Xiuping Liu; Jiri Adamec; Mira Sedlak; 
Fred Regnier; Purdue University, West Lafayette, IN
TP 299 Proteomic Analysis of the Functional Significance of 
tRNA Wobble Base Thiolation; Kshitiz Tyagi3;
Alexander Schmidt2; Vanessa Rezgui3; Sebastian 
Leidel3; Ruedi Aebersold3; Matthias Peter3; Patrick 
Pedrioli1; 1The Scottish Institute for Cell Signalling, 
Dundee, UK; 2Biozentrum, University of Basel, Basel, 
Switzerland; 3Institute of Biochemistry, ETH Zurich, 
Zurich, Switzerland
TP 300 Proteomic Analysis of Mycobacterium vanbaalenii
PYR-1 for the Elucidation of the Biodegradation 
Network of Polycyclic Aromatic Hydrocarbons;
Ricky D. Holland1; Oh-Gew Kweon2; Seong-Jae Kim2;
Yuan Gao1; Carl E. Cerniglia2; Li-Rong Yu1; 1Center for 
Proteomics, NCTR/FDA, Jefferson, AR; 2Division of 
Microbiology, NCTR/FDA, Jefferson, AR
TP 301 Proteomic Investigation of Lipid Metabolism in 
Microalgae; Tara Schumacher; Kenneth F. Reardon; 
Colorado State University, Fort Collins, CO
TP 302 Proteomic Profiling of Gametophytic Self 
Incompatibility in Prunus avium; Douglas A Whitten; 
Michigan State University, East Lansing, MI
NATURAL PRODUCTS, 303 - 329 
TP 303 Monitoring Counterfeit and Imitations of PDE-5 
Inhibitors in Herbal Products by LC-MS/MS; Lai-
Chuan Chang 1; Chi-Yang Lee1; Yu-Chuan Liu2; Kuo-
Lung Wang2; Yu-Wen Chao1; 1Biotech Total Solutions 
Co., Ltd., Taipei, Taiwan; 2BioServices Co., Taipei, 
Taiwan
TP 304 Mass Defect Filtering: A New Tool to Expedite the 
Dereplication and Identification of Natural Products;
Li-Quan Wang; Zheming Gu; XenoBiotic Laboratories, 
Inc, Plainsboro, NJ
TP 305 Structural Determination of Glucosylceramides 
Isolated from Marine Sponge by Fast Atom 
Bombardment-Collision Induced Dissociation-
Tandem Mass Spectrometry; Young Min Ahn1; Won-
Woong Lee1; Jee H. Jung2; Sang-gi Lee3; Jongki Hong1;
1College of Pharmacy, Kyung-Hee University, Seoul, 
South Korea; 2College of Pharmacy, Pusan National 
University, Pusan, South Korea; 3Department of 
Chemistry, Ewha Womans University, Seoul, South 
Korea
TP 306 Withdrawn
TP 307 LC-FTICR-MS for Targeted Proteomics: 
Characterization of Tetrahydroquinoline Natural 
Product Biosynthetic Proteins of Symbiotic Bacteria 
from Macroorganismal Assemblies; Christopher M 
Rath1; Fengan Yu1; Benjamin Janto3; Makato Inai2;
Robert Williams2; Garth Ehrlich3; Kristina Hakansson1;
David Sherman1; 1University of Michigan, Ann Arbor, 
MI; 2Colorado State, Fort Collins, CO; 3Drexel 
University, Pittsburgh, PA
TP 308 Sum Formula Calculation and Identification of an 
Bacterial Metabolite with m/z > 1100; Wiebke 
Lohmann; Petra Decker; Aiko Barsch; Bruker Daltonik 
GmbH, Bremen, Germany
TP 309 Identification and Quantification of Phenolic 
Compounds in Leaves of Byrsonima crassifolia by 
HPLC-HRMS; Marie-France Hérent1; Aubert 
Maquille1; Jesus Souza2; Hervé Rogez2; Yvan 
Larondelle1; Jean-Louis Habib Jiwan1; 1Université 
catholique de Louvain, Brussels, BELGIUM; 
2Universidade Federal do Para, Belém, Brazil
TP 310 Identification of Medicinal Plants Bioactive 
Compounds through ESI-MS/MS by Direct Infusion;
Elaine Cristina Cabral1; Marcos N Eberlin2; Jose M. 
Riveros3; 1São Paulo University, São Paulo, Brazil; 
2ThoMSon Lab UNICAMP, Campinas, Sp, BRAZIL; 
3Instituto De Quimica-USP, Sao Paulo, BRAZIL
TP 311 Identification of Natural Compounds from an 
Antimalarial Plant Candidate Using Centrifugal 
Partition Chromatography and LCMS-IT-TOF;
Flaubert Mbeunkui1; Rocky Graziose2; Mary Grace1;
Kelly Chibale3; Peter Smith3; Ilya Raskin2; Mary Ann 
Lila1; 1North Carolina State Univers, Kannapolis, NC; 
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2Rutgers University, New Brunswick, NJ; 3University of 
Cape Town, Cape Town, South Africa
TP 312 Identification of Cyclooxygenase-2 inhibitors in 
Cocoa (Theobroma cacao) Using Ultrafiltration LC-
MS; Shunyan Mo1; Linlin Dong 1; Dejan Nikolic1; W. 
Jeffrey Hurst2; Richard B. van Breemen1; 1University of 
Illinois College of Pharmacy, Chicago, IL; 2The Hershey 
Company, Mt. Gretna, PA
TP 313 Characterization of Phytoecdysteroids by Positive 
and Negative Ion LC-MS/MS after Derivatization 
with Hydroxylamine Reagents; Ralph Reed; Jeffrey 
Morre; Fred Stevens; Oregon State University, 
Corvallis, OR
TP 314 Correlation between Hydrolyzable and Condensed 
Tannin Composition and the Ability of Tannin 
Extracts to Inhibit Starch Hydrolysis; Carina 
Minardi1; Lorenzo Reyes1; Anuradha Prakash1; Ann 
Barrett2; Christine Straut3; Amy Howell4; Christine A. 
Hughey1; 1Chapman University, Orange, CA; 2US Army 
Natick Soldier RD&E Center, Natick, MA; 3Battelle 
Natick, Natick, MA; 4Rutgers University, Chatsworth, NJ
TP 315 Nano-Electrospray LTQ Orbitrap MS, Using Very 
High Mass Resolution, for the Determination of the 
Polyether Marine Phycotoxins, Pectenotoxins; Zuzana 
Skrabakova1, 2; Bebhine Carey1, 2; Frank vanPelt2; John 
O'Halloran2; Kevin James1, 2; 1PROTEOBIO, Cork 
Institute of Technology, Cork, Ireland; 2Environmental 
Research Institute, UCC, Cork, Ireland
TP 316 Mass Spectrometry Analysis of Burkholdines for 
Identification of Complex Mixtures; George R. Dubay 
1; Kamilia Mansour2; Eric Schmidt2; Brian Bray4; Peter 
Jeffs3; Joseph Falkinham5; 1Duke University, Durham, 
NC; 2Dept. of Medicinal Chemistry, U. of Utah, Salt 
Lake City, Utah; 3SciClin Associates, Chapel Hill, NC; 
4Kainos Medicine, Morrisville, NC; 5Virginia Tech, 
Blacksburg, VA
TP 317 Identification of Cellular Targets of the Natural 
Product OSW-1 by Quantitative Chemoproteomics;
Jason Murphy1; David Schwalb1; Anthony Burgett2; D 
Ryan Anderson2; Matthew Shair2; Eugenio Petrella1;
John Tallarico1; Markus Schirle1; 1Novartis Institutes for 
Biomedical Research, Inc., Cambridge, MA; 2Harvard 
University, Cambridge, MA
TP 318 Pharmacokinetics of Epicatechin in Humans After 
Ingestion of Cocoa Products; Brian Wright1; Shunyan 
Mo1; Linlin Dong 1; W. Jeffrey Hurst2; Richard B. Van 
Breemen1; 1University of Illinois College of Pharmacy, 
Chicago, IL; 2The Hershey Company, Mt. Gretna, PA
TP 319 Screening for Natural Chemoprevention Agents that 
Reversibly Alkylate Human Keap1; Chenqi Hu; Dejan 
Nikolic; Aimee Eggler; Andrew Mesecar; Richard B. 
Van Breemen; University of Illinois, Chicago, IL
TP 320 Simultaneous Quantification of 10 Bioactive 
Polyphenolic Compounds in Menerba by a High 
Throughput LC-MS/MS Method; Xiaochuan Li 1, 3;
Kim B. Plath3; Hong Zhou3; Richard Staub2; Uwe 
Christians1, 3; Isaac Cohen2; Yan Ling Zhang 1, 3; 1Univ. 
of Colorado Health Science, Aurora, CO 80262; 
2bioNovo Inc., Emeryville, CA 94608; 3bioNovo, Aurora, 
CO 80045
TP 321 Mass Spectrometric Identification and 
Characterization of Cytochrome P4502D6 Inhibitors 
from Black Cohosh (Actaea racemosa L.); Dejan 
Nikolic; Jinghu Li; Tanja Goedecke; Shao-Nong Chen; 
Pauli Guido; Richard B. van Breemen; University of 
Illinois College of Pharmacy, Chicago, IL
TP 322 Anti-Allergic Effects of Tea Catechins Detected in 
Mast Cell Model RBL-2H3 by LC-MS and Live 
Single-Cell MS; Shoko Inoue1; Iwao Sakane2; Hajime 
Mizuno1; Takahiro Harada1; Naohiro Tsuyama 1;
Tsutomu Masujima1; 1Hiroshima Univ. BioMed., 
Hiroshima City, Japan; 2ITO EN, Ltd., Tokyo, Japan
TP 323 A Novel Target for Pulsed Ultrafiltration Mass 
Spectrometry: Vitamin D Receptor; Sigrid 
Baumgarten; Jerry White; Richard B. Van Breemen; 
University of Illinois, Chicago, IL, Chicago, IL
TP 324 Molecular localization analysis of Chinese Herbal 
Drugs Ingredients by Live Single-Cell Mass 
Spectrometry; Shushi Kiseki; Naohiro Tsuyama; 
Hajime Mizuno; Takanori Harada; Tsutomu Masujima; 
Hiroshima Univ. BioMed., Hiroshima, Japan
TP 325 Capturing Transient Biosynthetic Intermediates on 
the Post-Translationally Modified Polyketide 
Synthase Responsible for the Biosynthesis of 
Lovastatin by FT-ICR-MS; Michael Meehan; Pieter 
Dorrestein; University of California, San Diego, La 
Jolla, CA
TP 326 Withdrawn
TP 327 Characterisation of Bioactive Compounds from Plant 
Extracts by LCMS-Ion-Trap TOF Technology; Sven
Vedder 1; Marcus Mreyen1; Klaus Bollig2; 1Shimadzu 
Europe GmbH, Duisburg, Germany; 2Shimadzu
Germany GmbH, Duisburg, Germany
TP 328 Identification and Characterization of Steroidal 
Saponins from Paris Polyphylla var. Yunnanensis by 
UPLC/oa-TOF MSE; Liping Kang1; Kate Yu2; Yixun 
Liu1; Heshui Yu1; Yang Zhao1; Chenqi Xiong1; Dawi 
Tan1; Yue Gao1; Feng Wang3; John P. Shockcor2; Alan 
L Millar2; Baiping Ma1; 1Beijing Institute of Radiation 
Medicine, Beijing, China; 2Waters Corporation, Milford, 
MA; 3Waters China Ltd, Shanghai, China
TP 329 Profiling the Chemical Differences of Green Tea 
leaves and Green Tea Dietary Supplements by 
LC/MS Fingerprint and Principle Component 
Analysis; Jianghao Sun; Pei Chen; Longze Lin; James 
Harnly; FCMDL, BHNRC, USDA-ARS, Beltsville, MD
TOXICOLOFY, 330 - 344 
TP 330 Proteomic Toxicity Profiling in Human Cells Using 
Micro-High Performance Liquid Chromatography 
and Linear Ion Trap - Orbitrap Mass Spectrometry;
Silke Ruzek1; Paul Jennings2; Christian G. Huber1;
1University of Salzburg, Salzburg, Austria; 2Innsbruck 
Medical University, Innsbruck, Austria
TP 331 Evaluation of Hydrazine Toxicity in Hepatoma Cells, 
HepG2, by LC-MS and the Live Single-Cell MS;
Akinori Hosokawa 1; Naohiro Tsuyama 1; Kazuki 
Mikata2; Hajime Mizuno1; Takanori Harada1; Tsutomu 
Masujima1; 1Hiroshima Univ. BioMed., Hiroshima, 
Japan; 2Sumitomo Chemical Co.,Ltd., Oosaka, Japan
TP 332 A Proteomics Method to Detect Acrolein Adduction: 
Effects on Redox Proteins in vitro; Page Spiess; Bin 
Deng; Robert Hondal; Dwight Matthews; Albert van der 
Vliet; University of Vermont, Burlington, VT
TP 333 The Effects of Silver Nanoparticles on Zebrafish 
Embryos: A Proteomics View; Ksenia J. Groh; Rik I.L. 
Eggen; Renata Behra; Marc J.-F. Suter; Eawag,
Duebendorf, Switzerland
TP 334 Proteomics Analysis of Herbicide Exposure Effects in 
Chlamydomonas reinhardtii; Holger Nestler; René 
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Schoenenberger; Marc J.-F. Suter; Eawag, Duebendorf, 
Switzerland
TP 335 Analysis of Drug Facilitated Sexual Assault (DFSA) 
Drugs in Case Samples by Gas Chromatography-
Time of Flight Mass Spectrometry (GC-TOFMS); Joe 
Binkley; John R. Heim; LECO Corporation, St. Joseph, 
MI
TP 336 GC-MS/MS Support for Contact Hazard Studies of 
VX in New Zealand White Rabbits; Jeffrey M.
Mcguire; Jeffry S. Forster; Sharon A. Reutter-Christy; E. 
Michael Jakubowski, Jr.; US Army ECBC, Aberdeen 
Proving Ground, MD
TP 337 Inhibition of Arachidonic Acid (AA) Metabolism by 
Glucocorticoids in Equine Plasma; Dipti Mangal1;
Cornelius Uboh 1, 2; Lawrence R Soma1; 1University of 
Pennsylvania, Kennett Square, PA; 2PA Equine 
Toxicology and Research Center, West Chester, PA
TP 338 Mass Spectral Studies of Quinones from Flavonoids 
Reveals Their Structure-Related Stability, DNA 
Depurination Ability and Potential Toxicological and 
Health Effects; Tingting Tu; Daryl Giblin; Jeff Lung-Fa 
Kao; Michael L. Gross; Washington University, Saint 
Louis, MO
TP 339 Identification of More Reactive Nitrated Products 
Generated from the Pseudomonas aeruginosa
Cytotoxin Pyocyanin by Airway Peroxidases; Larry
Sallans; Krzysztof J. Reszka; Bradley E. Britigan; 
Stephen F. Macha; University of Cincinnati, Cincinnati, 
OH
TP 340 A Simple Method for Screening and Quantitating 
Mitragynine in Urine with a Linear Ion Trap-
Orbitrap and Triple Quadrupole Mass Spectrometer;
Eshwar Jagerdeo; Madeline Montgomery; Marc LeBeau; 
FBI, Springfield, VA
TP 341 A Screening and Simultaneous Quantitation of Anti-
doping Drugs Using Positive/Negative Switching 
Workflow on a Hybrid Quadrupole Linear Ion Trap 
System; Renee Huang1; David Fu2; Sarah Zhao2; Hua-
Fen Liu1; 1AB SCIEX, Foster City, CA; 2Cantest Ltd. 
Canada Way, Burnaby, BC
TP 342 Associations between 8-oxo-7, 8-Dihydro-2'-
Deoxyguanosine (8-oxo-dG) and Some Pesticide 
Metabolites in Urine Analyzed by LC/MS/MS;
Christian Lindh1; Berna van Wendel de Joode2; Karin 
Broberg1; Margareta Littorin1; Bo Jönsson1;
1Occupational and Environmental Medicine, Lund 
University, Sweden; 2Instituto Reg. de Estudios en 
Sustancias Tóxicas, Universidad Nacional, Heredia, 
Costa Rica
TP 343 The use of F-SPE/ Fast LC-MSMS for Analyzing 
Low Levels of THC in Oral Swabs; Michael 
Telepchak1; Jeffery Hackett1; Albert Elian2; 1UCT,LLC, 
Bristol, PA; 2Massachussetts State Police Crime 
Laboratory, Sudbury, MA
TP 344 Structural Analysis of Trace Level Genotoxic 
Impurities in Drug Substances Using LC/MS/MS and 
High Resolution LC/MS Analysis; Li-Kang Zhang;
Birendra Pramanik; Merck Research Laboratories, 
Kenilworth, NJ
CLINICAL CHEMISTRY II, 345 - 366 
TP 345 High Speed UHPLC-MS/MS Analyses of 13 Pain 
Management and 11 SAMSHA Drugs in Human 
Urine; A. Carl Sanchez; Monika Kansal; Michael 
Campognone; Phenomenex, Torrance, CA
TP 346 Optimizing Speed and Quality in Acute Clinical 
Toxicology Unknown Screening Using a Push-Button 
LC-MSMS Approach; Christoph Gebhardt1; Birgit 
Schneider1; Petra Decker1; Sebastian Goetz1; Jens 
Vagts1; Carsten Baessmann1; Pierre-Alain Binz2, 4;
Nicolas Budin2; Yann Mauron4; Roman Mylonas4;
Alexandre Masselot2; Veronique Viette3, 5; Marc Fathi5;
Denis Hochstrasser5,6; 1Bruker Daltonik GmbH, Bremen, 
Germany; 2Geneva Bioinformatics (GeneBio), Geneva, 
Switzerland; 3ADMed Fondation, La Chaux-de-Fonds, 
Switzerland; 4Swiss Institute of Bioinformatics, Geneva, 
Switzerland; 5Department of Genetics and Laboratory 
Medicine, Geneva, Switzerland; 6School of 
Pharmaceutical Sciences, University of G, Geneva, 
Switzerland
TP 347 LC-MSMS Library Search Approach for 
Toxicological Screening: Comparison of the Use of 
Two Different MS Instruments for Routine Analyses;
Pierre-Alain Binz 1, 2; Marc Fathi3, 4; Véronique Viette5;
Severine Hughes3; Abderrahim Karmime3; Denis F 
Hochstrasser3, 4; Roman Mylonas1, 2; Yann Mauron1, 2;
Alexandre Masselot1; Nicolas Budin1; 1Geneva 
Bioinformatics (GeneBio), Geneva, Switzerland; 2Swiss
Institute of Bioinformatics, Geneva, Switzerland; 
3Geneva University Hospital, Geneva, Switzerland; 
4Swiss Center for Human Applied Toxicology, Geneva, 
Switzerland; 5ADmed Foundation, La Chaux-de-Fonds, 
Switzerland
TP 348 Quantitative Determination of Clozapine and N-
desmethylclozapine in Serum by a High Performance 
Liquid Chromatography 3D Ion Trap Mass; Rodolfo 
Bongiovanni1; John Wright 2; George Jaskiw1; 1Louis
Stokes Dept. of Veterans Affairs Med. Center, 
Brecksville, OH; 2Varian Inc., Wood Dale, IL
TP 349 Method Development for the Determination of 
Lamotrigine, Topiramate, Phenytoin, and 
Phenobarbital in Human Serum Using Isotope-
Dilution Liquid Chromatography-Mass 
Spectrometry; Susan Tai1; Jocelyn Prendergast1; Karen 
Phhinney1; Chia-Yi Yeh2; 1NIST, Gaithersburg, MD; 
2ITRI, Hsinchu, Taiwan, R.O.C.
TP 350 Direct Measurement of Tetrahydrobiopterin, 
Dihydrobiopterin and Biopterin in Human Plasma 
and Breast Milk by Liquid Chromatography-
Tandem Mass Spectrometry (LC-MS/MS); Huiyu 
Zhou1; Oriane Scholler1; Fumin Li2; Ying-He Li2; Erik 
Foehr1; 1BioMarin Pharmaceutical Inc., Novato, CA; 
2Covance Inc., Madison, WI
TP 351 Detection of Smoking and Nutrient Factor in Human 
Saliva and Plasma by Directory Trapped Nano-Mass 
Spectrometry; Kanako Honda1; Hajime Mizuno1; Iwao 
Sakane2; Takanori Harada1; Naohiro Tsuyama 1;
Tsutomu Masujima1; 1Hiroshima Univ. BioMed., 
Hiroshima, Japan; 2ITO EN, Ltd., Tokyo, Japan
TP 352 Pico-Drop Direct Mass Spectrometry of Sweat from a 
Single Sweat Gland on a Finger; Harue Hiramoto1;
Kanako Honda1; Naohiro Tsuyama 1; Hajime Mizuno1;
Iwao Sakane2; Takanori Harada1; Tsutomu Masujima1;
1Hiroshima Univ. BioMed., Hiroshima, Japan; 2ITO EN. 
Ltd., Tokyo, Japan
TP 353 Species Analysis of Platinum Based Cytostatic Drugs 
and their Reaction Products; Christine Brauckmann;
Björn Meermann; Uwe Karst; University of Münster, 
Münster, Germany
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TP 354 HILIC/ICP-MS and CE/ESI-TOF-MS for Analysis of 
Gd-Based MRI Contrast Agents and Potential 
Transmetalation Products; Lena Telgmann1; Jens 
Kuennemeyer1; Faruk Tokmak2; Uwe Karst1; 1University 
of Münster, Muenster, Germany; 2University of Bochum, 
Bochum, Germany
TP 355 Development of "Mail-In" Low-Cost High-
Throughput Diabetes Assay from Dried Blood Spots;
Evgeniy V. Petrotchenko; Christoph H. Borchers; UVic-
GBC Proteomics Centre, Victoria, Canada
TP 356 Development of Low-Cost High-Throughput 
Screening Method for Hemoglobin Variants; Evgeniy 
V. Petrotchenko; Leanne B. Ohlund; Christoph H. 
Borchers; UVic-GBC Proteomics Centre, Victoria, 
Canada
TP 357 Development and Validation of a Urinary 
Leukotriene E4 Assay to Support Osteo-Arthritis 
(OA) Clinical Studies; Joe Palandra; Kimberly Wade; 
Pfizer, Chesterfield, MO
TP 358 New Marker Exploration of Neoplastic Neuroplasma 
by LC-MS; Yukina Hirai1; Naohiro Tsuyama 1; Hajime 
Mizuno1; Eiso Hiyama2; Tsutomu Masujima1;
1Hiroshima Univ. BioMed., Hiroshima, Japan; 
2Hiroshima Univ.,N-BARD, Hiroshima, Japan
TP 359 Validation of a Gas Chromatography-Isotope 
Dilution Mass Spectrometry Reference Measurement 
Procedure for Serum Cholesterol Measurement;
Selvin H. Edwards1; Susan D. Pyatt1; Shelton L. 
Stribling2; Kara D. Dobbin2; Mary K. Kimberly1; Gary 
L. Myers1; 1Centers for Disease Contr, Atlanta, GA; 
2Battelle Memorial Institute, Atlanta, GA
TP 360 Detection of Impaired Lung Function/ Infection in 
Critical Care and Respiratory Medicine Using Gas 
Chromatography Time-Of-Flight Mass Spectrometry 
(GC-TOF); Maria Basanta Sanchez1; Baharudin 
Ibrahim1; Paul Dark1; Dave Singh1; Ashley Woodcock1;
David S Douce2; Mike Morris2; Stephen Fowler1; 1The 
University of Manchester, Manchester, UK; 2Waters
(MS Technologies), Manchester, UK
TP 361 Metabolic Peptide Biomarkers: From Blood 
Collection to Assay Development; Jizu Yi; Zhaoxia 
Liu; Priyanka Apte; David Warunek; David Craft; BD
Diagnostics, Franklin Lakes, NJ
TP 362 Proteomic Profiling of Individual Sera for Discovery 
of Potential Biomarkers of Alcohol Abuse; Xianyin 
Lai1; Suthat Liangpunsakul1; David W. Crabb1; James 
W. Clack2; Frank A. Witzmann1; 1Indiana University 
School of Medicine, Indianapolis, IN; 2Indiana 
University - Purdue University at Indianap, Columbus, 
IN
TP 363 Glycosylation Profiling of Total Plasma IgG and anti-
Jo-1 Autoantibody in Patients with Myositis; Irina 
Perdivara1; Frederick Miller2; Shyamal Peddada3;
Kenneth B. Tomer1; Leesa Deterding1; 1NIEHS, Rtp,; 
2NIEHS/NIH/DIR, Bethesda, MD; 
3NIEHS/DIR/EDMP/BB, RTP, North Carolina
TP 364 Validation and Clinical Application of High-
throughput MALDI-TOF Assay for Hepcidin in 
Human Plasma; Damon Anderson1, 4; Mark Kellogg2, 4;
Matthew Heeney3, 4; Dean Campagna3; Mark Fleming3, 4;
Hanno Steen1, 4; 1Proteomics Center, Children's 
Hospital, Boston, MA; 2Dept. of Laboratory Medicine, 
Children's Hospital, Boston, Ma; 3Dept. of Pathology, 
Children's Hospital, Boston, MA; 4Dept. of Pathology, 
Harvard Medical School, Boston, MA
TP 365 Improved Identification of Multicellular Fungi Using 
Liquid Culturing and MALDI-TOF Mass 
Spectrometry Profiling; Thomas Maier2; Viktoria 
Boettcher2; Sam Fu1; Markus Kostrzewa2; 1Bruker 
Daltonics, Billerica, MA; 2Bruker Daltonik GmbH, 
Bremen, Germany
TP 366 Two Years Experience with MALDI-TOF Mass 
Spectrometry in a Routine Microbiology Laboratory;
Christiane Bogen2; Jens Hoehndorf1; Markus 
Kostrzewa1; Ulrich Weller2; 1Bruker Daltonics, Bremen, 
Germany; 2Labor Boogen, Cologne, Germany
METABOLOMICS II, 367 - 396 
TP 367 Predictive Metabolism Based Model of 
Cardiomyopathy Using Human Embryonic Stem Cell 
Derived Cardiac Precursors; Alan Smith1; Paul R. 
West1; April Weir1; Gabriela Cezar1, 2; 1Stemina 
Biomarker Discovery, Madison, WI; 2University of 
Wisconsin, Madison, Wisconsin
TP 368 Metabolic Heterogeneity in Populations of 
Microalgae; Andrea Amantonico; Pawel Lukasz Urban; 
Stephan Fagerer; Roman M. Balabin; Renato Zenobi; 
ETH Zurich, Zürich, Switzerland
TP 369 A Metabolic Atlas of Medicago truncatula Root 
Tissues; Mohamed Bedair; Bonnie Watson; Lloyd W. 
Sumner; Samuel Roberts Noble Foundation, Ardmore, 
OK
TP 370 Global Metabolome Profiling in Prostate Cancer;
Corey Broeckling1; Matthew R. Lewis1; Fredrik 
Wiklund2; Jonathan Prince2; Robert Szulkin2; Jessica 
Prenni1; 1Colorado State University, Fort Collins, CO; 
2Karolinska Institutet, Stockholm, Sweden
TP 371 Dynamic Correlation of Metabolite Concentrations 
with Time Reveals Functionality in Cellular 
Processes; Ewa Kalisiak1; Ralf Tautenhahn1; Sunia 
Trauger1; Linh Hoang1; Steven Yannone4; Michael 
Adams2; Nitin Baliga3; Gary Siuzdak1; 1The Scripps 
Research Institute, La Jolla, CA; 2University of Georgia, 
Athens, GA; 3Institute for Systems Biology, Seattle, WA; 
4Lawrence Berkeley National Laboratory, Berkeley, CA
TP 372 Development and Evaluation of an Accurate Mass 
LC/MS/MS Spectral Library for Metabolomics;
Cindy Lai; Theodore Sana; Stefan Jenkins; Steven M. 
Fischer; Agilent Technologies, Santa Clara, CA
TP 373 An LC-ESI-MS/MS Targeted Metabolomics 
Approach to Determine the Effects of Xanthohumol 
in HepG2 Cells; Jay Kirkwood1, 2; Ralph Reed1, 2; Jeff 
Morre1, 2; Fred Stevens1, 2; 1, Corvallis, OR; 2Oregon
State University, Corvallis, Oregon
TP 374 Finding Potential Biomarkers of Multiple Sclerosis 
by a Label-Free LC-MS Approach; Vera Mendes1;
Ana Lourenço2; Bruno Manadas1; Inês Baldeiras1; Sónia 
Batista3; Mário Grãos2; Lívia Sousa3; Maria do Carmo 
Macário3; Catarina Oliveira1;Alverto Pais4; Carlos 
Duart1,2; 1Centre for Neuroscience and Cell Biology, 
Coimbra, Portugal; 2Biocant, Biotechnology Innovation 
Centre, Cantanhede, Portugal; 3Neurology Service, 
Coimbra University Hospital, Coimbra, Portugal; 
4Department of Chemistry, University of Coimbra, 
Coimbra, Portugal
TP 375 A Paired LC-MS Metabolomics Investigation of 
Plasma from Patients on Warfarin Finds Changes in 
Endogenous Lipid Metabolites; Sunia Trauger; Huimin 
Zhang; Hiroshi Deguchi; Ralf Tautenhahn; Darlene 
Elias; John Griffin; Gary Siuzdak; The Scripps Research 
Institute, La Jolla, CA
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TP 376 Evaluating the Ethanol Tolerance of Cellulose-
Digesting Microbes Using UPLC/MS; Joshua Emory;
Bruce Tomkins; Nancy Engle; Timothy J. Tschaplinski; 
Gary J. Van Berkel; Oak Ridge National Laboratory, 
Oak Ridge, TN
TP 377 MALDI-Analysis of Phospho-Sugars Using Ionic 
Liquid Matrices; Masoud Zabet Moghaddam; Susan 
San-Francisco; Texas Tech University, Box 43132 
Lubbock, TX
TP 378 Determination of Human Plasma Phospholipid 
Signatures of Metabolic Syndrome by Mass 
Spectrometry-Based Metabolomics; Rachel 
Kozlowski; Jun Han; Christoph H. Borchers; GBC UVic 
Proteomics Centre, Victoria, Canada
TP 379 Non-targeted GC/MS Metabolomics Using a Large 
Volume Inlet, Mid-Column Backflushing, and a 
Retention Time Locked Spectral Library; Stephan 
Baumann1; Harry Prest1; Steven M. Fischer1; Michael 
Muehlbauer2; James Bain2; 1Agilent Technologies, Inc., 
Santa Clara, CA; 2Sarah W. Stedman Nutrition & 
Metabolism Center, Durham, NC
TP 380 Tracing Metabolic Processes in a Single Organelle of 
a Mast Cell Model by the Live Single-Cell Mass 
Spectrometry; Hajime Mizuno; Naohiro Tsuyama; 
Takanori Harada; Tsutomu Masujima; Hiroshima Univ. 
BioMed., Hiroshima, Japan
TP 381 Study of the Metabolite Flux during the Plant Stress 
Using Temporal and Distal Metabolomics Approach;
Ying Lan Chen1, 2; Yit-Wai Mak1; Yet-Ran Chen1;
1Agricultural Biotechnology Research Center, Academ, 
Taipei,; 2National Taiwan University, Taipei, Taiwan
TP 382 Optimization of Analysis Conditions to Perform a 
Valuable High-Throughput Metabolomic MS-
Fingerprinting Using High Resolution Mass 
Spectrometer; Estelle Rathahao-Paris1; Nawel 
Boussaid1; Ludovic Muller2; Christophe Junot3; Nicole 
Hagen-Picard4; Véronique Gayrard4; Pierre-Louis 
Toutain4; Jean-Claude Tabet2; Douglas Rutledge1; Alain 
Paris5; 1INRA, GENIAL, Paris, France; 2UPMC,CNRS-
UMR, LCSOB, Paris, France; 3CEA/Saclay, LEMM, 
Gif-sur-Yvette, France; 4INRA - ENV Toulouse, 
Toulouse, France; 5INRA, Met@rist, Paris, France
TP 383 The Use of an Integrated MicroFluidic LC Device 
and OA-TOF MS for Metabolomics Studies; Ian 
Wilson1; Rob Plumb2; 1Astra Zeneca DMPK, 
Maccelfield, Manchester, UK; 2Imperial College, 
London, UK
TP 384 Rapid Metabolomic Profiling of Biological Fluids 
Using Atmospheric Sample Analysis Probe for 
Disease State Monitoring; Rob Plumb1; Ian Wilson2;
Marian Twohig3; John P. Shockcor4; 1Imperial College, 
London, UK; 2Astra Zeneca, Maccelsfield, UK; 3Waters 
Corporation, Milford, MA; 4Waters Corp, Milford, MA
TP 385 Quantification of Biomarkers in Discovery: Probing 
PK/PD Effect Using Multi-Component Analysis and 
High Resolution Mass Spectrometry; Asoka 
Ranasinghe; Celia D'Arienzo; Hongwei Zhang; Qian 
Ruan; Li Ma; Mingshe Zhu; Timothy Olah; Bristol-
Myers Squibb Company, Princeton, NJ
TP 386 Metabolomic Profiling of Teas Using HPLC-
QTOFMS Coupled with Statistical Tools; Ying Ms. 
Wang; Agilent Technologies (China), Shanghai,
TP 387 Feasibility of Ovarian Cancer Detection by Direct 
Analysis in Real Time Mass Spectrometry Coupled to 
Functional Support Vector Machine Classification;
Manshui Zhou1; Wei Guan1; L. DeEtte Walker1; Roman 
Mezencev1; Benedict B. Benigno2; Alexander Gray1;
John F. McDonald1; Facundo M. Fernandez1; 1Georgia
Institute of Technology, Atlanta, GA; 2Ovarian Cancer 
Institute, Atlanta, GA
TP 388 A Combined Approach of Imaging Mass 
Spectrometry (IMS) and Capillary Electrophoresis 
Mass Spectrometry (CEíMS) Accomplishes Region-
Specific Metabolomics during Epileptic Seizure; Yuki 
Sugiura1; Mitsutoshi Setou2; 1Tokyo Tech, Yokohama, 
Japan; 2Hamamatsu school of medicine, Hamamatsu, 
Shizuoka, Japan
TP 389 Qualitative Metabolome Analysis of Cerebrospinal 
Fluid by 13C-/12C-Isotope Dansylation Labeling 
Combined with LC FT-ICR-MS; Kevin Guo; Liang 
Li; University of Alberta, Edmonton, Canada
TP 390 Global Metabolic Profiling of E. coli Cell-Free 
Translation System; Sunil Bajad; Evan Green; 
Christine Roos; James Zawada; Henry Heinsohn; 
Sushmita Mimi Roy; Sutro Biopharma Inc, South San 
Francisco, CA
TP 391 Metabolic Biomarkers Discovery Project for the 
Development of Improved Fanleaf Virus Resistant 
Chardonnay Rootstock; Vladimir Tolstikov 1; Cecilia 
Agüero2; Chin-Feng Hwang2; Andrew Walker2; 1UC
Davis Genome Center, Davis, CA; 2UC Davis, Davis, 
CA
TP 392 Cellular Characterization of Protein Prenylation via 
Mass Spectrometric Tools; Jiao Song 1; Andrew 
Placzek2; Marietta Harrison Harrison1; Richard Gibbs1;
1MCMP Purdue University, W Lafayette, IN; 2Oregon
Health and Science University, Portland, OR
TP 393 Characterizing Small Molecules Bound to Plasma 
Proteins from Patients with Huntington Disease (HD) 
Using Liquid Chromatography/Electrochemical 
Array (LCECA) and LCMSn; Erika N. Ebbel 1; Swati 
Sharma2; Wayne R. Matson2; Catherine E. Costello1;
1Boston University School of Medicine, Boston, MA; 
2Bedford VA Medical Center, Bedford, MA
TP 394 Differentiation between Malign/Benign Conditions 
and Tumor Classification through LC- MS Based 
Metabolomics Analysis of Clinical Plasma Samples;
Anders Nordstrom1; Hasanuzzaman Bhuiyan1; Luigi de-
Petris1; Anna Lindahl1; Hirsh Koyi2; Eva Branden2;
Janne Lehtio1; Rolf Lewensohn1; 1Karolinska Institutet, 
Stockholm, Sweden; 2Karolinska University Hospital, 
Stockholm, Sweden
TP 395 Hydrophilic Interaction Chromatography (HILIC) 
Coupled to ESI-MS for Metabolic Profiling of Drug 
Sensitive/Resistant Cancer Cell Lines; Hasanuzzaman 
Bhuiyan; Anna Lindahl; Anders Nordstrom; Karolinska
Institute, Stockholm, Sweden
TP 396 A Noval HILIC LC-MS Method for the Detection 
and Quantification of Polar Cellular Metabolites;
Henry Y. Shion 2; John P. Shockcor2; Kenneth J 
Fountain2; Evan Bernier1; Stephen Mcdonald1; Alan L 
Millar2; 1Waters Corporation, Beverly, MA; 2Waters 
Corp., Milford, MA
SMALL MOLECULE QUANTITATION II, 397 - 427 
TP 397 The Use of LC-MS/MS to Support Percutaneous 
Absorption Studies; Aleyamma Abraham; Yangzhen 
Ciringh; Martin Snyder; Pfizer, Groton, CT
TP 398 An Improved Quantitative Method for Analyses of 
Eicosanoids and Endocannabinoids in Mouse Colon 
Tissue by Electrospray Tandem Mass Spectrometry;
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Mitsumasa Sakamoto; David G. Menter; Raymond N. 
DuBois; Peiying Yang; University of Texas MD 
Anderson Cancer Center, Houston, Texas
TP 399 LC-MS-MS Determination of Zapotin from 
Casimiroa edulis in Rat Serum and Tissues; Jinghu 
Li1; Mark Cushman2; John M. Pezzuto3; Richard B. van 
Breemen1; 1University of Illinois College of Pharmacy, 
Chicago, IL; 2Purdue University, West Lafayette, IN; 
3University of Hawaii at Hilo, Hilo, HI
TP 400 Quantitative Nano-ESI-QTOF-MS-MS for the 
Analysis of alpha-Galactosidase A Activity in Rat 
Brain Tissue; Timothy Fahrenholz1; Michael 
Passineau2; Hm Skip Kingston1; 1Duquesne University, 
Pittsburgh, PA; 2Allegheny General Hospital, 
Pittsburgh, PA
TP 401 Prediction of in vivo Uptake of N-Methylseorotonin 
Using in vitro Cell Assays; Soyoun Ahn; Richard B. 
Van Breemen; University of Illinois, Chicago, IL
TP 402 Validation of an LC/MS/MS Method for the 
Determination of Ibuprofen in Miniature Swine 
Synovial Fluid; Lawrence Andrade; Adam Grenier;
Amber Awad; Teresa Pekol; Synomics Pharma, 
Wareham, MA
TP 403 LC/MS/MS Method Developmenmt of Clonidine 
Quantitation in Pig Tissue Samples; Rachel Sun; Jason 
Plassard; BASi, West Lafayette, IN
TP 404 Determination of Assymetric Dimethylarginine in 
Human Plasma by HPLC-MS/MS: Application to a 
Hemodialysis Study; Melissa D. Carter; M. Wade 
Calcutt; Annis Marney; Nancy J. Brown; David L. 
Hachey; Vanderbilt University, Nashville, TN
TP 405 Development of an LC-MS Method for the 
Quantitation of Cigarette Smoke Components in Cell 
Culture Medium; Angela Y Wehr1; Kenneth Yu2; Ian 
A. Blair3; 1Univ. of Pennsylvania, Philadelphia, PA; 
2University of Pennsylvania, Philadelphia, PA; 3Univ. of 
Penn/SOM/Pharmacol, Philadelphia, PA
TP 406 A New Liquid Chromatography/Mass Spectrometry 
Method for 4-(methylnitrosamino)-1-(3-pyridyl)-1-
butanol (NNAL) in Urine; Showket H. Bhat 1; Stacy 
Gelhaus1; Clementina Mesaros1; Anil Vachani2; Ian A. 
Blair1; 1Univ. of Penn/SOM/Pharmacol, Philadelphia, 
PA; 2University of Pennsylvania, Penn Lung Center, 
Philadelphia, PA
TP 407 Quantitative Analysis of a Structure-symmetric 
Molecule, Chlorhexidine in Rat Plasma by Using 
Doubly Charged Ions with LC-Tandem Mass 
Spectrometric Detection; Jiongwei Pan1; Susan C. 
Netsch1; Sara Fair1; Mark A. Nestch1; Yu-Luan Chen2;
1Charles River, Shrewsbury, MA; 2Sepracor Inc., 
Marlborough, MA
TP 408 Sensitive and Selective LC/MS/MS Method for 
Determination of Endogenous Cholestan-3ȕ,5Į,6ȕ-
triol in Human Plasma after Derivatization with N,N-
Dimethylglycine; Xuntian Jiang; Hideji Fujiwara; 
Rohini Sidhu; Dave Scherrer; Jean Schaffer; Daniel Ory; 
Washington University in St. Louis, St. Louis, MO
TP 409 A Novel High Throughput LC/MS/MS Method for 
Analysis of Isobaric Adenosine-5'-Triphosphate 
(ATP) and Deoxyguanosine Triphosphate (dGTP) 
Using QTRAP5500; Ling Xu; Mattew Jones; David 
Lok; David Matheka; Nina Molchanova; Chris 
Blackburn; Millennium Pharmaceutical Inc., 
Cambridge, MA
TP 410 Chromatographic Separation of Endogenous Level of 
Hypoxanthine for the Analysis of Allopurinol and 
Oxypurinol in Human Plasma in Gout Patients;
Valérie Montminy; Nadine Lafontaine; Nathalie 
Pelletier; Sylvain Lachance; Ann Lévesque; Robert 
Massé; Anapharm Inc., Québec, Canada
TP 411 Quantitative Determination of Dansylated Amino 
Acid in Food Beverage by Tandem Mass 
Spectrometry and Isotope Dilution Method; Fabio
Mazzotti; Hicham Benabdelkamel; Leonardo Di Donna; 
Anna Napoli; Giovanni Sindona; Università della 
Calabria, Dipartimento di Chimica, Arcavacata Di 
Rende, Italy
TP 412 Development and Application of UHPLC-MS/MS 
Method for the Determination of Phenolic 
Compounds in Chamomile Flowers and Chamomile 
Tea; Lucie Nováková1; Anna Vildová2; Joana Patricia 
Mateus3; Tiago Goncalves4; Petr Solich1; 1Charles
University, Faculty of Pharmacy, Hradec Králové, 
Czech Republic; 2Czech University of Life Science 
Prague, Prague, Czech Republic; 3Egas Moniz, Lisabon, 
Portugal; 4University of Porto, Faculty of Pharmacy, 
Porto, Portugal
TP 413 Rapid Quantification of Plant Hormones in Various 
Plant Tissues by UPLC/MS/MS; Xiumei Han; Vera 
Cekic; Monika Lafond; Stacey Owen; Steve Ambrose; 
L.Irina Zaharia; Suzanne Abrams; NRC-Plant 
Biotechnology Institute, Saskatoon, Canada
TP 414 Simultaneous Determination of Twelve Water-
Soluble Vitamin Compounds in Fortified Infant 
Formula by UPLC-ESI-MS/MS; Evelyn Goh1; Eleanor 
Riches2; Mark Ritchie1; 1Waters Pacific Pte Ltd, 
Singapore, SINGAPORE; 2Waters Corporation, 
Manchester, UK
TP 415 Improving Quantitative Analysis of Water-Soluble 
Vitamins in Cell Culture Media by a LC-MS (MRM) 
Method; Catalin Doneanu; Elizabeth L Gildea; Weibin 
Chen; Jeff Mazzeo; Waters Corporation, Milford, MA
TP 416 LC-MS/MS Method for the Determination of 
Endogenous Desmosine/Iso-desmosine in Human 
Plasma; Anders Blomgren1; Henrik Lindberg2; Claes 
Lindberg2; 1AstraZeneca R&D Lund, Discovery 
DMPK&BA, Lund, Sweden; 2AstraZeneca R&D Lund, 
Translational Science, Lund, Sweden
TP 417 Quantification of Cellular Glycosphingolipids by 
Metabolic Labeling with Isotope-Labeled Serine Plus 
Serine Inhibitor; Huan He1; Mark R. Emmett1; Yongjie 
Ji2; Waldemar Priebe2; Charles A. Conrad2; Timothy L. 
Madden2; Alan G. Marshall1; 1Nat'l High Magnetic Field 
Lab, Tallahassee, FL; 2M.D. Anderson Cancer Center, 
Houston, TX
TP 418 Quantitative Analysis of Lysophosphatidylcholine in 
Human Bronchoalveolar Lavage Fluid; Yang Yuan1;
Hazel Lum2, 2; Mark A. Yoder2; Richard B. Van 
Breemen1; 1University of Illinois, Chicago, IL; 2Rush
University, Chicago, IL
TP 419 Determination of Ethinyl Estradiol in Human Plasma 
by Dansyl Chloride Derivatization followed by 
Automated On-Line SPE combined with LC MS/MS;
David Lewiston; Bruce Babson; Gil Lam; David 
Beyerlein; MicroConstants Inc., San Diego, CA
TP 420 Simultaneous Determination of Progesterone, 
Allopregnanolone and Medroxyprogesterone Acetate 
in Rat Serum by Liquid Chromatography/Tandem 
Mass Spectrometry; Xiaoqian Liu1; Petr Frycak1, 2;
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Heather A. Bimonte-Nelson3; Laszlo Prokai1;
1University of North Texas Health Science Center, Fort 
Worth, TX; 2Palacky University, Olomouc, Czech 
Republic; 3Arizona State University, Tempe, AZ
TP 421 Modified SPME Sampling Method for Fatty Acid 
Analysis by Spray Desorption Collection and GC-
MS; Afrand Kamali Sarvestani; Jesse Thompson; John 
Miller; Andre Venter; Western Michigan University, 
Kalamazoo, MI
TP 422 Analysis of Acitretin in Plasma Using MS3-Based
Quantification; Leandro Santos1; Loren Olson2; Hansen 
Wong1; Rolf Kern2; Xue Ge1; 1Stiefel, a GSK company, 
Palo Alto, CA; 2ABSCIEX, Foster City, CA
TP 423 Ultra-Low Detection Limits of Estrogenic 
Compounds and their Metabolites via Gas 
Chromatography-Tandem Mass Spectrometry;
Anthony Macherone2; René Bérubé1; Melissa Churley 2;
Chantal Guillemette1; 1Bioanalytical Services CHUQ 
Research Center, Quebec, Canada; 2Agilent 
Technologies, Wilmington, DE
TP 424 Enhancing the Sensitivity of Microflow LC/MS 
Discovery PK Assays Using Thermal Gradient 
Focusing ESI with Active Nebulizer Cooling; Craig 
Love; Agilent Technologies, Inc, Santa Clara, CA
TP 425 Using Scan-free MS3 for Quantitation of Ions with a 
Linear Ion Trap; J. Larry Campbell; Bruce Collings; 
J.C. Yves Leblanc; James Hager; Chris Lock; AB
SCIEX, Concord, Canada
TP 426 Simultaneous Determination of AUY922 and its 
Glucuronide Metabolite in Human Blood by LC-
MS/MS; Wei Zhou; Shaoyong Li; Harold T Smith; 
Francis Tse; Novartis Institutes for Biomedical 
Research, East Hanover, NJ
TP 427 Application of Dried Spot Sampling Technique in 
Cerebrospinal Fluid Sample Analysis; Brian Rago;
Lisa Buchholz; Christopher Holliman; Beijing Tan; 
JianHua Liu; Pfizer, Groton, CT
NANO LCMS, 428 - 453 
TP 428 Using Electrical Current to Monitor Nanospray 
During an LC Gradient for Robust and Reproducible 
High Throughput Nano-Liquid Chromatography;
Katherine Heaton 1; Lee Heineman1; Arthur Fogiel 1;
Arthur Fogiel, Jr1; Sau Lan Tang Staats 2; 1Phoenix S&T, 
Chester, PA; 2Phoenix S & T, Inc, Chester, PA
TP 429 Design and Characterization of a Nanoelectrospray 
Ionization Source for Analysis of Mars Analog 
Extract Liquid Samples; Peter A. Willis1; Thomas N. 
Corso2; Maria F. Mora1; Anita Fisher1; Luther Beegle1;
Robert Hodyss1; Xenia Amashukeli1; James P. Kirby1;
Thomas Langel1; 1Jet Propulsion Lab, Caltech, 
Pasadena, CA; 2Cornell, Groton, NY
TP 430 Integrated Beveled Edge Nano ESI Interface and 
Polymeric Thin-Film Microchip for Mass 
Spectrometry; Yan Zin Chang; Chung Shan Medical 
University, Taichung City, Taiwan
TP 431 Development of an Intergrated Microscale Ceramic 
Separation Device to Address Limited Sample 
Volumes in Bioanalysis; Paul Rainville1; Michael 
Tomany2; James Murphy2; Norman Smith1; Joanne 
Mather2; Robert Plumb3; 1King College, London, UK; 
2Waters Corporation, Milford, MA; 3Imperial College, 
London, UK
TP 432 On-Line cHiPLC Based Digestion in nanoLC-MS for 
Increased Reproducibility; Remco Van Soest; Don 
Arnold; J. Bryce Young; Nicole Hebert; David Neyer; 
Eksigent Technologies, Dublin, CA
TP 433 A Micro-fluidic Platform for High Sensitivity 
Hydrogen-Deuterium Exchange Mass Spectrometry;
Terry D. Lee1; Yunan Miao 1; Kossi Lekpor1; Reid A. 
Brennen2; Hongfeng Yin2; Kevin Killeen2; Sheng Li3;
Virgil L. Woods, Jr. 3; David Stranz4; 1City of Hope, 
Duarte, CA; 2Agilent Labs, Palo Alto, CA; 3University of 
California, San Diego, La Jolla, CA; 4Sierra Analytics, 
Inc., Modesto, CA
TP 434 Improving Separation Performance of a Microfluidic 
HPLC/MS Chip; Hongfeng Yin1, 2; Reid A. Brennen1, 2;
Debbie Ritchey1, 2; Kevin Killeen1, 2; 1Agilent 
Technologies, Santa Clara, CA; 2Agilent Laboratories, 
Santa Clara, CA
TP 435 Use of Mass Triggered Peak Parking to Increases MS 
Analysis Time for Targeted Ions; Alice L Pilo2; Katie 
Southwick1; Helene Cardasis1; Weixun Wang1; Nathan 
Yates1; Ronald Hendrickson1; 1Merck Research 
Laboratories, Rahway, NJ; 2University of North 
Carolina, Chapel Hill, NC
TP 436 Up Two Speed: Rapid Sample Characterization by 
Combining RePlay and UPLC-MS for Duplicate 
Analysis in Half the Time; Richard R. Sprenger; Ole N. 
Jensen; University of Southern Denmark, Odense, 
Denmark
TP 437 Influence of Temperature in nano-LC column 
Preparation and Performance: Application to LC-
MS; Pierangela Palma; Fabiana Capriotti; Irene 
Leonardis; Giorgio Famiglini; Achille Cappiello; 
Universita di Urbino, Urbino, Italy
TP 438 A Tunnel Frit: a Robust and Low Backpressure On-
Column Frit for nanoUPLC-MS/MS Applications;
Chao-Jung Chen1; Mei-Chun Tseng2; Yet-Ran Chen3;
1China Medical University Hospital, Taichung, Taiwan; 
2Institute of Chemistry, Academia Sinica, Taipei, 
Taiwan; 3Academia Sinica, Taipei, Taiwan
TP 439 Comprehensive Study of Significant nanoLC-MS/MS 
Parameters for Proteomic Analysis on Q-TOF Mass 
Spectrometers Thanks to Design of Experiments;
Nicolas Barthélemy1; René Brennetot2; Christine 
Carapito1; Christine Schaeffer1; Alain Van Dorsselaer1;
1LSMBO, IPHC-DSA, Strasbourg, France; 2CEA Saclay 
DEN/DANSDPC/SECR/ LANIE, Gif sur Yvette, France
TP 440 High Pressure nano-LC/MS Platform for High 
Resolution Peptide Mapping in Human Plasma;
Vilem Guryca; Sabine Kux van Geitenbeek; Daniel 
Roeder; Paul Cutler; Hanno Langen; Axel Ducret;
F.Hoffmann-La Roche (TRS), Basel, Switzerland
TP 441 Improving Protein Identification on a Microfluidic 
HPLC/MS Chip; Tom Van De Goor; Lukas Trojer; 
Jose Mora; Daniel Thielsch; Agilent Technologies, 
Waldbronn, Germany
TP 442 Quantitative Analysis of Biological Peptides Using an 
Integrated Chip Based nanoLC Triple-Quadrupole 
Mass Spectrometry; Zhongzhou (Andrea) Shen1;
Wenlin Li1; Andy Gieschen2; Yanan Yang2; Nathan 
Miller2; Sadayappan V. Rahavendran1; 1Pfizer, Global 
R&D, San Diego, CA; 2Agilent Technology, Santa Clara, 
CA
TP 443 Optimization of Sample Loading Capacity for 
Absolute Peptide Quantification by Nanobore LC-
MS/MS; Chuck Witkowski 1; Gary Valaskovic2; Jeremy 
L. Norris1; Mike S. Lee3; 1Protein Discovery, Inc., 
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Knoxville, TN; 2New Objective, Inc., Woburn, MA; 
3Milestone Development Services, Newtown, PA
TP 444 Temperature Optimized nanoLC/MS/MS for 
Improved Quantification of Neuropeptides; David P.
Budac 1; Mark J. Hayward2; Gary Valaskovic3;
1Lundbeck Research US, Paramus, NJ; 2Lundbeck
Research USA, Stockton, NJ; 3New Objective, Inc., 
Woburn, MA
TP 445 Rapid LC-MS/MS Analysis of Neuropeptides with 
Monolithic Column and Improved Nanoelectrospray 
Emitter; Junhua Wang; Feng Xiang; Zichuan Zhang; 
Lingjun Li; UW-Madison, Madison, WI
TP 446 Reduction of Sample Carry-Over in Proteomics LC-
MS Experiments; Evert-Jan Sneekes; Mark van Gils; 
Marco Karsten; Remco Swart; Bjorn de Haan; Dionex 
Corporation, Amsterdam, Netherlands
TP 447 Optimizing Mass Spectrometry for Ultra High 
Performance Nano LC in Proteomics; EvertJan 
Sneekes; Guillaume Tremintin; Bjorn de Haan; Marco 
Karsten; Remco Swart; Dionex, Sunnyvale, CA
TP 448 Validation of Longer Reverse Phase Columns for the 
Separation of Complex Tryptic Digests in a LC-MS 
Approach; Linda IJsselstijn 1; Lennard J. Dekker1;
Christpoh Stingl1; Evert-Jan Sneekes2; Remco Swart2;
Theo M. Luider1; 1Erasmus University Medical Center, 
Rotterdam, Netherlands; 2Dionex Benelux B.V., 
Amsterdam, Netherlands
TP 449 Enabling Data-Dependent Gas-Phase Fractionation 
in a Single Chromatographic Based Shotgun 
Proteomics Analyses; Reinaldo Almeida; Advion, 
Arnsberg, Germany
TP 450 Improving Throughput for Phosphoproteomics 
Research; Therese Clauss; Marina Gritsenko; Ron 
Moore; Rui Zhao; Anil K Shukla; Yuexi Wang; Feng 
Yang; Richard D. Smith; Pacific Northwest National 
Laboratory, Richland, WA
TP 451 Online Nanoflow RP-RP-MS Reveals Dynamics of 
Multi-component Ku Complex in Response to DNA 
Damage; Feng Zhou; Job D. Cardoza; Guillaume O. 
Adelmant; Scott B. Ficarro; Jean-Bernard Lazaro; Jarrod 
A. Marto; Dana Farber Cancer Institute, Boston, MA
TP 452 Mass Spectrometric Analysis of Melamine, Ammeline 
and Uric Acid in Human Kidney Stones; Catherine E 
Petersen2; James A. Campbell1; Peter Markwell3;
1Battelle-PNNL, Richland, WA; 2Battelle/ PNNL, 
Richland, WA; 3MARS, Incorporated, McLean, Virginia
TP 453 Quantification of 8-isoprostaglandin F2Į in Human 
Urine Using Microfluidic Chip-Based Liquid 
Chromatography/Mass Spectrometry; Hsin-Yu Bai1;
Yu-Ting Chung3; Shu-Ling Lin1; Tsung-Yun Liu2; Shan-
An Chan3; Ming-Ren Fuh1; 1Department of Chemistry, 
Soochow University, Taipei, Taiwan; 2National Yang-
Ming University, Taipei, Taiwan; 3Agilent 
Techologies,Inc, Taipei, Taiwan
DRUG BIOTRANSFORMATION II, 454 - 470 
TP 454 Analysis of Nelfinavir Metabolites in Rat Hepatic 
Microsomes Using LC-MS/MS, UV Photodissociation 
and Collision-Induced Dissociation; Changtong Hao 1;
J.C. Yves Leblanc2; Alexandre Loboda 2; Udo Verkerk1;
K W Michael Siu1; 1Center for Research in Mass 
Spectrometry, Toronto, ON; 2AB Sciex, Concord, ON, 
Canada
TP 455 Human Glucuronidation Enzyme Activities Evaluate 
by a Single Liquid Chromatography Tandem Mass 
Spectrometry Method Using in vitro Cocktail 
Approach; Anne-Laure Gagez; INSERM UMR-S850, 
Limoges Cedex, France
TP 456 Decreased Urinary Excretion of Hydroxylated 
Metabolites of Voriconazole in CYP2C19 Poor 
Metabolizers; Joo-Youn Cho; Hyang Hee Yang; Seo 
Hyun Yoon; Kyung-Sang Yu; In-Jin Jang; Dept of Clin 
Pharmacol, Seoul National University, Seoul, South 
Korea
TP 457 Xenobiotic Metabolite Identification at Ultra-trace 
Levels Using Alternate Separation and Ionization 
Techniques Including Nanospray, NALDI-TOF-MS, 
and Chip-based Nanoseparations; Jeffrey Gilbert;
Jesse Balcer; Suresh Annangudi Palani; David 
Mccaskill; Michael Hastings; Yelena A. Adelfinskaya; 
Brian Wendelburg; Dow AgroSciences, Indianapolis, IN
TP 458 The Use of 18O-Exchange and Base-Catalyzed N-
Dealkylation with LC/MS/MS to Identify 
Carbinolamide Metabolites; Andrew Bessire; Alfin 
Vaz; Gregory Walker; WeiWei Wang; Raman Sharma; 
Pfizer, Inc., Groton, CT
TP 459 Accurate Mass Profiling and Isotope Tracing of Polar 
Metabolites by HILIC LC and High Resolution MS;
Rory Rohm; Thomas Roddy; Stephen Previs; Michael 
Lassman; Merck & Co., Rahway, NJ
TP 460 Comparative Evaluation of HCD MS/MS and Non-
mass Selective HCD Fragmentation Experiments on 
Orbitrap-based Mass Analyzer for Metabolite 
Identification; Chiuwa Emily Luk; Petia Shipkova; 
Jonathan L. Josephs; Bristol-Myers Squibb Co, 
Pennington, NJ
TP 461 Use of High-Resolution QTOF with Enhanced Ion 
Mobility Capabilities for Facile Identification of 
Metabolites Using UPLC-IMS-MSE; Stephen 
McDonald1; Joseph Marini2; Andrew Baker1; 1Waters 
Corporation, Beverly, MA; 2Covance Laboratories Inc., 
Madison, WI
TP 462 Tool for Structural Characterization of Metabolites 
from Accurate Mass Data; Eva Duchoslav; Lyle 
Burton; Tanya Gamble; AB Sciex, Concord, Canada
TP 463 The Identification of Novel Phase II Diconjugate 
Metabolites of Acetaminophen in Urine; Jordan 
Richardson 1; David S Douce2; Martin Palmer2;
Catherine Duckett1; 1Keele University, Stoke-On-Trent, 
UK; 2Waters (MS Technologies), Manchester, UK
TP 464 Characterization of Brevetoxin Metabolites in Clam 
by LC-MS/MS; Ann Abraham; Kathleen El Said; 
Yuesong Wang; Edward Jester; Jennifer Hooe-Rollman; 
Hudson Granade; Steven Plakas; FDA, Dauphin Island, 
AL
TP 465 Comparison of in vitro Intestinal and Hepatic 
Metabolism of Diltiazem by Ultra-Performance 
Liquid Chromatography Accurate Mass 
Spectrometry; Joanna Barbara; Faraz Kazmi; Mark 
Horrigan; Paul C. Toren; Andrew Parkinson; XenoTech,
LLC, Lenexa, KS
TP 466 6-2 Fluorotelomer Alcohol Metabolic Pathways in 
Rat, Mouse and Human Hepatocytes; Timothy Snow1;
Shawn Gannon1; Diane Nabb1; Tessa Serex1; Robert 
Buck2; 1DuPont Haskell Laboratory, Newark, DE; 
2DuPont Surface Protection Solutions, Wilmington, DE
TP 467 Simulating Oxidative Metabolism Using On-Line 
Electrochemistry/Mass Spectrometry; Joann 
Purkerson1; Agnieszka Kraj2; Hendrik-Jan Brouwer2;
Martin Eysberg2; 1Antec (USA), Palm Bay, FL; 2Antec 
Leyden BV, Zoeterwoude, The Netherlands
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TP 468 Paradoxical Down-Regulation of benzo[a]pyrene-
Mediated DNA-Adduct Formation by 2,3,7,8-
tetrachlorodibenzo-p-dioxin in Human Lung Cells;
Stacy L. Gelhaus; Trevor M. Penning; Ian A. Blair; 
UPENN, Philadelphia, PA
TP 469 Investigation of Metabolism of TZP-101 in Healthy 
Volunteers after Multiple Intravenous Doses 
Applying Complementary LC/MS/MS Using API 
4000-Qtrap and LTQ-Orbitrap; Ming Qi1; Mark 
Gohdes1; Ryan Berko1; Timothy Musick1; Laura 
Egnash1; Donald McKenzie1; Patrick Bhérer2; Lilian 
Clohs2; 1Covance Laboratories, Madison, WI; 
2Tranzyme Pharma Inc., Sherbrooke, Quebec, Canada
TP 470 Metabolism of Unique Vitamin D Analogs with 16-
ene-23-yne Modifications by Cytochrome P450 24A1 
Hydroxylase; Rose Gathungu1; Steve Rhieu2;
Satyanarayana Reddy2; Paul Vouros1; 1Barnett Institute, 
Northeastern University, Boston, MA; 2Brown
University, Providence, RI
METABOLITE PROFILING I, 471 - 490 
TP 471 A Novel Triplex Stable-Isotope Labeling Method for 
Quantitative Analysis of Metabolites in Biological 
Samples by LC/MS; Ruokun Zhou; Kevin Guo; Liang 
Li; University of Alberta, Edmonton, AB
TP 472 Potential CD36 Ligands Identified from Vitmamin C 
Mediated Decomposition of 15(S)-Hydroperoxy-
Eicosatetraenoic Acid; Xiaojing Liu; Suhong Zhang; 
Clementina Mesaros; Ian A. Blair; University of 
pennsylvania, Philadelphia, PA
TP 473 Teleost Scale Metabolite Profiling Reveals 
Differential Changes in Response to Gravitational 
Stress; Masahiro Maeda 1; Akio Hayashi1; Sadao 
Nakamura1; Takeshi Serino4; kei-Ichiro Kitamura2;
Nobuo Suzuki3; 1Agilent Technologies Japan, Tokyo, 
Japan; 2School of Medical Science, Kanazawa 
University, Kanazawa, Japan; 3Kanazawa University, 
Ishikawa, Japan; 4Agilent International, Tokyo, Japan
TP 474 Analysis of Isotope Labeled Amino Acids by 
UPLC/ESI/TOFMS to Determine Nitrogen Fluxes;
Annika I. Johansson1, 3; Camila Aguetoni Cambui1, 3;
Catherine Campbell2, 3; Vaughan Hurry2, 3; Torgny 
Näsholm1, 3; Thomas Moritz1, 3; 1Swedish University of 
Agricultural Sciences (SLU), Umeå, Sweden; 2Umeå
University, Umeå, Sweden; 3Umeå Plant Science Centre, 
Umeå, Sweden
TP 475 Metabolic Profiling of Pentabromodiphenyl Ether 
Exposed Rat; Jungju Seo 1; Eun Jung Bang1;
Jeounghwa Shin1; Seo Eun Lee2; 1Korea Basic Science 
Institute, Seoul, South Korea; 2Hanyang University, 
Seoul, Korea
TP 476 Profiling Metabolites of Cranberry in Rats Using 
Liquid Chromatography Tandem Mass 
Spectrometry; Rajani Rajbhandari1; Ning Peng1; Ray 
Moore2; Alireza Arabshahi 2; Stephen Barnes1; Jeevan
Prasain 1; 1University of Alabama at Birmingham, 
Birmingham, AL; 2UAB, Birmingham, AL
TP 477 Analysis of Small Cell Populations of Saccharomyces 
Cerevisiae on Silicon Nanopost Arrays (NAPA) by 
Laser Desorption Ionization Mass Spectrometry;
Cory Antonakos; Bennett N Walker; Akos Vertes; 
George Washington University, Washington, DC
TP 478 An Analysis of Anthocyanins and Resveratrol in 
Cold-Hardy Grapes Using UPLC-DAD-MS and LDI-
MS; Jesse G. Meyer; Mikel R. Roe; Adrian D. 
Hegeman; University of Minnesota, Saint Paul, MN
TP 479 Profiling Alcoholic Liver Lipid Profiles Using High 
Mass Accuracy MSn Analysis; Simon Ashton1; Neil 
Loftus1; Alan Barnes1; Georgios Theodoridis2; Ian 
Wilson2; Filippos Michopoulos2; Gika Eleni2; Neil 
Kaplowitz3; 1Shimadzu ISS, Manchester, UK; 2Astra 
Zeneca, Alderley Edge, UK; 3University of Southern 
California, Los Angeles, CA
TP 480 Cell Cycle Specific Metabolite Profiling of NIH3T3 
by Live Single Cell Mass Spectrometry; Yuka Miho;
Naohiro Tsuyama; Hajime Mizuno; Takanori Harada; 
Tsutomu Masujima; Hiroshima Univ. BioMed., 
Hiroshima, Japan
TP 481 Towards Quantitative Mass Spectral Profiling of 
Phenolic Compounds in Red Wine via Selective Solid-
Phase Enrichment and Isotope Dilution Analysis;
Mikel R Roe; Jesse Meyer; Erica Rokke; Adrian D. 
Hegeman; University of Minnesota, Saint Paul, MN
TP 482 Quantitative Analysis of Small Molecules in a 
Fluorescence-Labeled Apoptotic Lymphocyte by the 
Live Single Cell MS; Naohiro Tsuyama 1; Hajime 
Mizuno1; Takanori Harada1; Iwao Sakane2; Tsutomu 
Masujima1; 1Hiroshima Univ. BioMed., Hiroshima, 
Japan; 2ITO EN Co. Ltd., Tokyo, Japan
TP 483 Metabolic Profiling of Biological Samples by Gas 
Chromatography-Mass Spectrometry, Liquid 
Chromatography-Tandem Mass Spectrometry and 
Nuclear Magnetic Resonance Spectroscopy; Sam Li; 
National University of Singapore, Singapore, Singapore
TP 484 Single-cell Metabolic Profiling of the Aplysia 
Californica Nervous System by Capillary 
Electrophoresis Electrospray Ionization Mass 
Spectrometry; Peter Nemes; Ann M. Knolhoff; 
Stanislav S. Rubakhin; Jonathan V. Sweedler; University 
of Illinois at Urbana-Champaign, Urbana, IL
TP 485 Profiling System for Carotenoids and their Oxidized 
Products Using Supercritical Fluid Chromatography 
Coupled with Mass Spectrometry; Atsuki Matsubara1;
Yusuke Wada1; Hiroki Ishida2; Kazuo Harada2;
Kazumasa Hirata2; Eiichiro Fukusaki1; Takeshi Bamba1;
1Dept. Biotech., Grad. Sch. Eng., Osaka Univ., Suita, 
Japan; 2Grad. Sch. Pharm. Sci., Osaka Univ., Suita, 
Japan
TP 486 Integration of Screening Assays and Ion Trap-Time 
of Flight Mass Spectrometry; Chemical and 
Biological Characterization of N-Alkylated Neomycin 
Derivatives; Jon S.B. de Vlieger; Martin Giera; Henk 
Lingeman; Wilfried M.A. Niessen; Hubertus Irth; VU
University, Biomolecular Analysis Group, Amsterdam, 
Netherlands
TP 487 Mass Spectrometric Examination of Metabolic 
Changes following Emerald Ash Borer Invasion; 
Examination of Volatile Emissions, Leaf Extracts, 
and Phloem Samples; Raymond E. March1; Michael 
Doran1; Naomi Stock1; Shaogang Chu2; Taylor Scarr3;
1Trent University, Peterborough, Canada; 2Environment 
Canada, Ottawa, Canada; 3Ontario Ministry of Natural 
Resources, Sault Ste. Marie, Canada
TP 488 Simultaneous Lipid Profiling and Lipid Marker 
Characterization in Fish Eggs by UPLC/TOF MS 
Coupled with Multi Variant Statistical Analysis;
Hayley Crowe1; Kate Yu1; Stephen O'Shea2; Nancy 
Breen2; John Shockcor1; Henry Y. Shion 1; Harold 
Pomeroy2; Alan Millar1; 1Waters Corporation, Milford, 
MA; 2Roger Williams University, Bristol, RI
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TP 489 Quantitative Analysis of Underivatized Glutamine, 
Glutamic Acid, Asparagine, and Aspartic Acid in 
Cell Media Using LC/MS/MS; Na Pi1; Yanan Yang1;
Lisa Zang1; David Hawke2; Philip Lorenzi2; 1Agilent 
Technologies, Inc, Santa Clara, CA; 2UT-M.D Anderson 
Cancer Center, Houston, TX
TP 490 Liquid Chromatography Atmospheric Pressure 
Ionization Mass Spectrometry Identifies Novel 
Hypochlorous Acid Reaction Products of Lycopene;
Jaeman Byun1; Dhiman Maitra2; Inga Sliskovic2;
Michael P. Diamond2; Husam M. Abu-Soud2;
Subramaniam Pennathur1; 1University of Michigan, Ann 
Arbor, MI; 2Wayne State University, Detroit, MI
DRUG METABOLISM: HIGH THROUGHPUT, 491 - 508 
TP 491 A High Throughput Sensitive LC/MS/MS Method 
Utilizing Polarity Switching for the CYP Inhibition 
Assay; Alexandre Wang1; Sophie Mukadam2; Jane 
Kenny2; Rolf Kern1; Hua-fen Liu1; 1AB SCIEX, Foster 
City, CA; 2Genentech, Inc, S. San Francisco, CA
TP 492 Fast and Sensitive Metabolism Studies on SU-8 
Capillary Electrophoresis-Electrospray Ionization 
Mass Spectrometry Microchips; Nina Nordman1; Tiina 
M. Sikanen1; Maria-Elisa Moilanen1; Susanna Aura2;
Tapio Kotiaho1; Sami Franssila2; Risto Kostiainen1;
1University of Helsinki, Helsinki, Finland; 2Aalto 
University, School of Science and Technology, Espoo, 
Finland
TP 493 A Low Solvent Consumption Microbore 
UPLC/MS/MS Method to Support Cocktail CYP 
P450 Drug - Drug Inhibition Sample Analysis; Sascha 
Freiwald; Heather Skor; Sue Zhou; Sadayappan V. 
Rahavendran; Pfizer Global R&D, San Diego, CA
TP 494 Automated Screening of Phase I and II Metabolism 
Using On-Line Electrochemistry/LC/MS; Jean-Pierre
Chervet 1; Agnieszka Kraj1; Hendrik-Jan Brouwer1;
Martin Eysberg1; Joann Purkerson2; 1Antec Leyden BV., 
Netherlands; 2Antec (USA), Palm Bay, FL
TP 495 The Application of Accurate Mass Towards an 
Automated Workflow for Metabolite Identification 
and Structural Elucidation in Biological Matrixes;
Mark Szewc 2, 3; Rose Herbold2, 3; Tim J Stratton1;
Shichang Miao1; Thomas Mcclure2, 3; Yingying Huang 2,
3; 1ChemoCentryx Inc., Mountain View, CA; 2Thermo
Fisher Scientific, Somerset, NJ; 3Thermo Fisher 
Scientific, San Jose, CA
TP 496 Driving Efficiency in a High-throughput Metabolic 
Stability Assay through a Generic High 
Resolution/Accurate Mass Method and Automated 
Data Processing; Wenqing Shui1; Song Lin2; Allen 
Zhang1; Yan Chen1; Caroline Ding1; Yingying Huang1;
Mark Sanders1; 1Thermo Fisher Scientific, San Jose, CA; 
2Novartis, Emeryville, CA
TP 497 Improving the Throughput of in vitro ADME Screens 
Using Cassette Analysis and Polarity Switching; Hui 
Zhang; Veronica Zelesky; Richard Schneider; Pfizer 
Global R&D, Groton, CT
TP 498 Evaluation of Accurate Mass TOF-MS for Use in 
High Throughput PAMPA Screening; Michelle
Romm; Nikunj Parikh; Vaughn Miller; William A. 
Lamarr; Can "Jon" Ozbal; BIOCIUS Life Sciences, Inc., 
Woburn, MA
TP 499 Evaluation of Drug Plasma Stability Using an Ultra-
High Throughput Laser Diode Thermal Desorption 
(LDTD) Methodology; Ming-Chih D. Ho1; Ming-Xiang 
Liao2; Cindy Xia2; Lily Li1; 1Tandem Labs New 
England, Woburn, MA; 2Millennium Pharmaceuticals, 
Cambridge, MA
TP 500 Comparison of LC/MS/MS and a Fully Integrated 
Autosampler/Solid Phase Extraction System for the 
Analysis of Permeability Samples; Adam C Amaral;
Christopher Caldwell; Panos Hatsis; Jakal Amin; Shawn 
Harriman; Novartis, Cambridge, MA
TP 501 High Resolution LC-MS Analysis of Compounds for 
Early Drug Discovery: Quantitative and Qualitative 
Screening in One Pass; Xiaojie C. Ding1; James 
Shofstahl1; Karen Salomon1; Hans Pfaff2; Thomas 
Mcclure1; 1Thermo Fisher Scientific, San Jose, CA; 
2Thermo Fisher Scientific (Bremen) GmbH, Bremen, 
Germany
TP 502 Comparison of Fused Core and Porous Particles for 
Fast LC-MS-MS Analysis Using Conventional LC 
Instrumentation; Carmen T. Santasania; Wayne K. 
Way; Supelco/Sigma-Aldrich, Bellefonte, PA
TP 503 A Systematic Study of Phospholipids Removal by 
various resins in Multi-Impurity Adsorption Methods 
(MAS) and the Impacts on LC-MS Analysis; Wan 
Wang; Yong Han; Wei Huang; Jianwang Li; Jerry 
Wang; Bonna Agela Technologies Inc, Newark, DE
TP 504 Quantifying Glipizide in Human Plasma by LC-MS, 
Using a Novel Sample Clean-Up Method, Multi-
Function Impurity Adsorption SPE (MAS); Qihui Ni;
Yong Han; Wan Wang; Agela Technologies, Inc., 
Newark, DE
TP 505 Evaluation of High Throughput / High Sensitivity 
Tuning Algorithm for Quantitative LC/MS/MS 
Method Development; Karina Wong1; Bud Maynard1;
Loren Olson 2; 1Elan Pharmaceuticals, South San 
Francisco, CA; 2AB SCIEX, Foster City, CA
TP 506 Advantages of Multiple Time-Slice Injections in 
Sensitive, High-Throughput LC-MS Analyses; David 
Neyer; Don Arnold; Eksigent Technologies, Dublin, CA
TP 507 Hyphenation of Mass Spectrometry and a p38 Kinase 
Binding Assay for Screening of Active Compounds in 
Mixtures; David Falck1; Jon S B de Vlieger1; Martin 
Giera1; Jeroen Kool1; Henk Lingeman1; Wilfried M A 
Niessen1; Maarten Honing2; Hubertus Irth1; 1Division of 
Biomolecular Analysis VU University, Amsterdam, 
Netherlands; 2MSD Research Laboratories, Oss, 
Netherlands
TP 508 Comparison of Automated MS/MS Tuning 
Algorithms for HT- Methods Development in Drug 
Discovery; Veronica Zelesky1; John Janiszewski 1;
Anthony Romanelli2; Thomas Mcdonald1; Richard 
Schneider1; Kevin Shirey3; Lisa Buchholz1; Erik A. 
Soderstrom1; 1Pfizer Inc., Groton, CT; 2AB SCIEX, 
Framingham, MA; 3Sound Analytics, LLC, Niantic, CT
ENVIRONMENTAL ANALYSIS: PHARMACEUTICALS & 
PESTICIDES, 509 - 532 
TP 509 Improved Sensitivity of Direct Aqueous Sample 
Analysis with Thermally Assisted Desorption 
Electrospray Ionization Mass Spectrometry; Ian
Campbell; Alain Ton; Christopher Mulligan; Illinois 
State University, Normal, IL
TP 510 Metabolite Identification by LC/MS/MS to 
Understand the Role of Ammonia Oxidizing and 
Heterotrophic Bacteria during Treatment of 17Į-
Ethinylestradiol in Wastewater; Susan A. Mackintosh 
1; Wendell O. Khunjar2, 3; Jola Skotnicka-Pitak1, 4; Diana 
S. Aga1; Nancy G. Love3; Willie F. Harper Jr. 5; 1SUNY
University at Buffalo, Buffalo, NY; 2Virginia Polytechnic 
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Institute, Blacksburg, VA; 3University of Michigan, Ann 
Arbor, MI; 4Cracow University of Technology, Krakow, 
Poland; 5University of Pittsburgh, Pittsburgh, PA
TP 511 Characteristics and Analytical Methods for Acetyl 
Metabolites of Sulfonamide Antibiotics in 
Wastewater; Young Yeul Kang; Seung-Ryul Hwang; 
Ki-Bong Song; Woo-Il Kim; Su-Yeong Lee; Sun-
Kyoung Shin; Tae Seung Kim; So Hyun Koo; National 
Institute of Environmental Research, Incheon, South 
Korea
TP 512 Determination of Oseltamivir and its Metabolite 
under Pandemic Season in Surface Water by LC-
MS/MS; Sun Kyoung Shin; Seung Ryul Hwang; Young 
Yeul Kang; Jin-Soo Park; Woo-Il Lim; Young Hee Kim; 
So Hyun Koo; Hak Joo Kim; National Institute of 
Environmental Reseach, Incheon, South Korea
TP 513 Use of Accurate-Mass Databases of Molecules and 
Diagnostic Ions for LC/MS-Based Targeted and 
Untargeted Screening of Emerging Contaminants in 
Environment; Juan F. García-Reyes1; José Robles-
Molina1; Juan C. Domínguez-Romero1; Bienvenida 
Gilbert-López1; Antonio Molina-Díaz1; Ana Agüera2; M. 
José Gomez-Ramos2; M. Mar Gómez-Ramos2; Milagros 
Mezcua2; Amadeo R. Fernandez-Alba2; 1University of 
Jaen. Dep. Physical and Anal. Chem., Jaén, Spain; 
2University of Almería. Dep. Analytical Chemistry, 
Almeria, Spain
TP 514 Simultaneous Analysis of the Endocrine Disruptors 
from Water Samples by GC-PCI-Tandem Mass 
Spectrometry; Yu-Kyung Jung1; Ki-Jung Peang1;
Parinya Panuwet2; M. Angela Montesano2; Dana Boyd 
Barr2; 1Department of Chemistry, Yonsei University, 
Wonju, Korea; 2Centers for Disease Control and 
Prevention, Atlanta, GA
TP 515 The Simultaneous Analysis of Macrolides 
Pharmaceuticals in Aqueous Environmental Sample 
by LC/ESI-MS/MS; Mi Sun Park1, 1; Seung-Woon 
Myung1, 2; 1, Suwon, South Korea; 2Kyonggi University, 
Suwon-Si, South Korea
TP 516 Determination of Pharmaceuticals in Sulface Water 
and Drinking Water Resources by LC/ESI-MS/MS;
Kim Byung Ju; Seung-Woon Myung; Kyonggi 
University, Suwon, South Korea
TP 517 The Analysis of Streptomycin Residues in 
Environmental Aqueous Sample by LC-MS/MS; Lee 
Jong Hyuk1; Seung-Woon Myung2; 1Kyeonggi Univ., 
Suwon, South Korea; 2Kyonggi University, Suwon-Si, 
South Korea
TP 518 Monitoring of Metabolite Production by Indoor 
Microbial Isolates Using Liquid and Gas 
Chromatography Coupled to Mass Spectrometry;
Vinay Vishwanath1; Michael Sulyok1; Georg Weingart1;
Bernhard Kluger1; Beata Gutarowska2; Rudolf Krska1;
1Universität für Bodenkultur, IFA-Tulln,Center for 
Analytical Chemistry, Austria; 2Technical University of 
Lodz, Institute Technology Fermentation and 
Microbiology, Poland
TP 519 Endocrine Disrupting Chemicals in New Orleans 
Surface Waters and Mississippi Sound, Gulf of 
Mexico Marine Sediments; Guangdi Wang 1; Peng 
Ma1; Qiang Zhang1; John Lewis1; Yoko Fukukawa2;
Susan O'Reilly2; 1Xavier University of Louisiana, New 
Orleans, LA; 2Naval Research Laboratory, Code 7431, 
Stennis Space Center, Mississippi
TP 520 Oxidation of Bacteriophage MS2 Virus Proteins 
during UV254 and Singlet Oxygen Mediated 
Inactivation; Laure Menin1; Krista Wigginton2;
Jonathan Paz Montoya2; Tamar Kohn2; 1EPFL SB ISIC-
GE, Lausanne, Switzerland; 2EPFL - ENAC - LCE, 
Lausanne, Switzerland
TP 521 Investigation of Matrix Effects Regarding 
Microcystin LR Analysis by Electrospray Tandem 
Mass Spectrometry; Russell Chinn1, 2; Melissa Dale1, 2;
1Metropolitan Water District of Southern California, La 
Verne, CA; 2Metropolitan Water District of Southern 
California, La Verne, CA
TP 522 Gas Chromatography-Mass Spectrometry Screening 
of Selected Endocrine Disruptors in the Kafue Flats 
of Zambia; Kwenga Sichilongo; University of 
Botswana, Gaborone, Botswana
TP 523 Advantages of High Resolution Multi-Reflecting 
Time-of-Flight Mass Spectrometry for Rapid and 
Comprehensive Pesticide Screening in Food Extracts 
Using UHPLC; Matthew Giardina1; Julie Kowalski2;
Kevin Siek1; Jack Cochran2; 1LECO Corporation, St. 
Joseph, MI; 2Restek Corporation, Bellefonte, PA
TP 524 Real-Time Correction of Retention Time Shift for 
Multiple Residues Screening by LC-MS/MS; Louis 
Maljers; Chunang (Christine) Gu; Ze Zhang; Mark 
Sanders; ThermoFisher Scientific, San Jose, CA
TP 525 Sub ppt Limits of Quantitation with New Setup for 
Water Analysis Using ESI-TOF Full Scan Accurate 
Mass Screening; Oliver Raether; Petra Decker; Bruker 
Daltonik GmbH, Bremen, Germany
TP 526 Ultra-Fast LC/MS Analysis of Acidic Herbicides in 
Water by Direct Injection: Evaluation of Different 
MRM Techniques Combined with Polarity 
Switching; Wolfram Seitz2; Jianru Stahl-Zeng1; Detlev 
Schleuder1; Birgit Schlutt1; Walter Weber2; Wolfgang 
Schulz2; 1AB Sciex, Frankfurterstr. 129 B, Darmstadt, 
Germany; 2Zweckverband Landeswasserversorgung, 
Langenau, Germany
TP 527 Accurate Mass Screening and Quantitation of 510 
Pesticides with Polarity Switching on High 
Resolution Benchtop Orbitrap Mass Spectrometry;
Ze Zhang; Chunang (Christine) Gu; James Chang; Mark 
Sanders; ThermoFisher Scientific, San Jose, CA
TP 528 Assessing Dietary Exposure to Pyrethroid 
Insecticides by LC/MS/MS of Food Composites;
Denise MacMillan1; R. Dan Zehr1; Adam Swank1;
Marsha Morgan2; 1USEPA/NHEERL, Research Triangle 
Park, NC; 2USEPA/NERL, Research Triangle Park, NC
TP 529 Trace Analysis of Potable and Environmental Water 
by on-line SPE LC/MSMS Employing Thermal 
Gradient Focusing and Dual Ion Funnel 
Technologies; Michael Flanagan; Agilent Technologies, 
Santa Clara, CA
TP 530 LC-APPI-MS/MS for Multi-Residue Analysis of 
“Difficult” Pesticides in Vegetables and Fruits;
Sheng-Suan (Victor) Cai 1; Roland Carlson2; Jack A. 
Syage1; Karl Hanold1; 1Syagen Technology, Inc., Tustin, 
CA; 2California Department of Food and Agriculture, 
Sacramento, CA
TP 531 Development of Simultaneous Analysis Method on 
Organophosphorous Pesticides and Quaternary 
Ammonium Herbicides Using LC/MS; Jun Watanabe;
Haruo Hosoda; Bruker Daltonics K. K., Yokohama, 
Japan
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TP 532 Rapid Screening of Breakdown Products of Triclosan 
Under Simulated Environmental Conditions by LC-
MS/MS; Stacy Tremintin1; Loren Olson 2; 1AB Sciex, 
Foster City, CA; 2Applied Biosystems, San Jose, CA
IMAGING MS: METHOD DEVELOPMENT II, 533 - 554 
TP 533 Ionization Energy Lowering in Clustered Species 
Demonstrated by Tunable Photon Energy Laser 
Desorption Postionization MS; Melvin Blaze M.T. 1;
Lynelle K. Takahashi2, 3; Jia Zhou3; Musahid Ahmed3; F. 
Douglas Pleticha1; Gerald L. Gasper1; Luke Hanley1;
1University of Illinois at Chicago, Chemistry, Chicago, 
IL; 2University of California-Berkeley, Chemistry, 
Berkeley, CA; 3Lawrence Berkeley National 
Laboratory,Chem Sci Div, Berkeley, CA
TP 534 Ultra-high Molecular Weight Polyethylene (PE-
UHMW) Joint Implants – Choosing the Most 
Valuable Desorption Process (i/vMALDI and DESI) 
for Imaging MS; Martina Marchetti-Deschmann1; Julia 
Galehr1; Vasiliki-Maria Archodoulaki2; Guenter 
Allmaier1; 1Vienna University of Technology, CTA, 
Vienna, Austria; 2Vienna Unversity of Technology, 
IMST, Vienna, Austria
TP 535 Chemically Selective Imaging Using Mass 
Spectrometry: The Modified-Bead Stretched Sample 
Method; Kevin Tucker; Leonid Serebryannyy; Jonathan 
Sweedler; University of Illinois, Champaign, IL
TP 536 Improved Wavelet Analysis of Mass Spectral 
Imaging Data for Feature Selection and Data 
Compression through Incorporation of Spatial 
Information; Nico Verbeeck; Raf Van de Plas; Bart De 
Moor; Etienne Waelkens; K.U.Leuven, Leuven - 
Heverlee, BELGIUM
TP 537 Optimization of Gold Nanoparticles as a Matrix for 
MALDI Imaging Mass Spectrometry; Andrew Smith1;
Matt Spencer 1; Tom Darlington1; Richard Baldwin 1;
Elizabeth Ward 2; Steven Oldenburg1; 1nanoComposix, 
San Diego, CA; 2Claremont Mckenna, Claremont, CA
TP 538 Fourier Transform Mass Spectrometry Imaging of 
Biological Samples at Cellular Resolution; Andreas 
Roempp; Sabine Günther; Yvonne Schober; Zoltan 
Takats; Bernhard Spengler; Justus Liebig University, 
Giessen, Germany
TP 539 Monitoring and Quantifying Chlorophyll a at the 
Single Organelle Level Using MALDI MS Imaging; Ji 
Hyun Jun1, 2; Wei Sun1, 2; Basil J. Nikolau1, 3; Edward S. 
Yeung1, 2; Young Jin Lee1, 2; 1Ames Laboratory-US 
DOE, Ames, IA; 2Department of Chemistry, Iowa State 
University, Ames, IA; 3Department of Biochemistry, 
Iowa State University, Ames, IA
TP 540 Surface Mapping Using Individual Cluster Impacts;
Francisco Alberto Fernandez Lima1; Michael J. Eller1;
Stanislav V. Verkhoturov1; John D. DeBord1; Serge 
Della-Negra2; Emile A. Schweikert1; 1Texas A&M 
University, College Station, TX; 2Institut de Physique 
Nucléaire d'Orsay, Orsay, France
TP 541 Giant Fullerenes as in-situ Internal Calibrants for 
High Mass Accuracy MALDI-IM-oTOFMS Tissue 
Imaging; Ernest K. Lewis 1; Thomas F. Egan1; Sasa 
Miladinovic2; Shelley N Jackson3; Amina S. Woods 3;
Charles L. Wilkins2; J. Albert Schultz1; 1Ionwerks, Inc., 
Houston, TX; 2University of Arkansas, Fayetteville, AR; 
3NIDA-IRP, NIH, Baltimore, MD
TP 542 Practical Considerations on Normalization in 
MALDI Imaging; Soeren Oliver Deininger; Michael 
Becker; Eryk Wolski; Herbert Kaminski; Rainer Paape; 
Shannon Cornett; Bruker Daltonik GmbH, Bremen, 
Germany
TP 543 Multidimensional Spectroscopy Combining ToF-
SIMS, Synchrotron-FTIR and -UV 
Microspectroscopies on the Same Tissue Section;
Vanessa Petit1; Matthieu Réfrégiers2; Catherine 
Guettier3, 4; Alain Brunelle1; Olivier Laprévote1, 5; Paul 
Dumas6; François Le Naour 3, 4; 1Centre de Recherche de 
Gif, ICSN-CNRS, Gif-sur-Yvette, France; 2DISCO, 
Synchrotron Soleil, Gif-sur-Yvette, France; 3INSERM 
U785, Villejuif, France; 4Faculté de médecine Paris-
Sud, Kremlin-Bicêtre, France; 5Universite Paris-
Descartes, Paris, Fance; 6SMIS, Synchrotron Soleil, Gif-
sur-Yvette, France
TP 544 Improving MALDI Signal Reproducibility Using a 
Deuterated Internal Standard and Wide–Isolation 
Tandem Mass Spectrometric Imaging; David Pirman;
Peggy R. Borum; Richard A. Yost; University of 
Florida, Gainesville, FL
TP 545 MALDI vs. Laser Desorption Vacuum Ultraviolet 
Postionization MS for Imaging of Bacterial Biofilms;
Peter J. Koin1; Berdan Aydin Sevinc1; Chhavi 
Bhardwaj1; Artem Akhmetov1; Gerald Gasper 1; Melvin 
Blaze M.T. 1; Jerry F. Moore2; Luke Hanley1;
1University of Illinois at Chicago, Chemistry, Chicago, 
IL; 2MassThink LLC, Naperville, IL
TP 546 Imaging Mass Spectrometry Data Reduction: 
Enabling Molecular Histology of Clinical Datasets;
Liam McDonnell 1; Alexandra van Remoortere1; René 
van Zeijl1; Nico de Velde2; André Deelder1; 1LUMC, 
Leiden, the Netherlands; 2Hogeschool Leiden, Leiden, 
the Netherlands
TP 547 Analysis of Painting Cross Sections by Secondary Ion 
Mass Spectrometry; Michael P. Napolitano1; Julie 
Arslanoglu2; Andras Kiss3; Donald F. Smith3; Ron M.A. 
Heeren3; Richard A. Yost1; 1University of Florida, 
Gainesville, FL; 2The Metropolitan Museum of Art, New 
York, New York; 3FOM Institute AMOLF, Amsterdam, 
Netherlands
TP 548 Laser Microdissection Inductively Coupled Plasma 
Mass Spectrometry (LMD-ICP-MS) – A Novel Tool 
for Bioimaging of Metals in Single Cells; Johanna 
Sabine Becker; Forschungszentrum Juelich, Juelich, 
Germany
TP 549 Laser Desorption-Ionization of Lipid Transfers: 
Tissue Mass Spectrometry Imaging without 
Ionization Matrix; Michael Volny 1; Veronika Vidova1,
2; Petr Novak1, 3; Martin Strohalm1; Jaroslav Pol1, 4;
Vladimir Havlicek1, 2; 1Institute of Microbiology, 
Prague, Czech Republic; 2Palacky University, Olomouc, 
Czech Republic; 3Charles University, Prague, Czech 
Republic; 4University of Helsinki, Helsinki, Finland
TP 550 Direct Nano MS with Spatial Micro-Trapping of 
Single Dividing Frog (Xenopus) Egg; Atsushi Kurisu1;
Siyu Zhang1; Naohiro Tsuyama 1; Hajime Mizuno1;
Atsushi Suzuki2; Kimiko Takebayashi-Suzuki2; Takanori 
Harada1; Tsutomu Masujima1; 1Hiroshima Univ. 
BioMed., Hiroshima, Japan; 2Hiroshima Univ. Sci., 
Higashihiroshima, Japan
TP 551 The Use of Hydrazine Based Derivatisation Reagents 
for Improved Sensitivity and Detection of Carbonyl 
Containing Compounds “In Tissue” Using MALDI-
MS; Bryn Flinders1; Peter S. Marshall2; Josie Morrell2;
Lisa E. Ranshaw2; M. Akram Khan1; Malcolm R. 
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Clench1; 1Sheffield Hallam University, Sheffield, UK; 
2GlaxoSmithKline, Stevenage, UK
TP 552 Enhancing MALDI MS Signals through Chemistry: 
Analysis of Isoniazid Dosed Animals in Tuberculosis 
Studies; M. Lisa Manier 1; Michelle L. Reyzer1; Joey C. 
Latham1; Laura E. Via2; Clifton E. Barry, III2; Richard 
M. Caprioli1; 1Vanderbilt University, Nashville, TN; 
2NIH/NIAID, Bethesda, MD
TP 553 Direct Tissue Profiling and Imaging of Human Skin 
by MALDI-MS: A Potential Tool For Classification 
of Chemical Irritants and Sensitizers; Philippa J. Hart;
David M. G. Anderson; Simona Francese; M. Nicola 
Woodroofe; Malcolm R. Clench; Sheffield Hallam 
University, Sheffield, UK
TP 554 FT-ICR Mass Spectrometry Imaging: Method 
Development for Vacuum and Atmospheric Pressure 
Biological Tissue Analysis; Donald F. Smith; Marc C. 
Duursma; Andriy Kharchenko; Ron M.A. Heeren; FOM-
AMOLF, Amsterdam, Netherlands
DIRECT IONIZATION: NEW DEVELOPMENTS, 555 - 575 
TP 555 Solventless Corona Discharge Direct Probe 
Atmospheric Pressure Ionization (DPAPI) 
Alternative to solids probe EI/CI; Kamel Harrata; 
Aisha Azher; Iowa State Uiniversity, Ames, IA
TP 556 Improvements and Applications of the Flowing 
Atmospheric-Pressure Afterglow Ambient Ionization 
Source; Jake Shelley1; Justin Wiseman2; Gary M. 
Hieftje3; 1Indiana Univeristy, Bloomington, IN; 
2Prosolia, Inc., Indianapolis, IN; 3Indiana University, 
Bloomington, IN
TP 557 Compact Design of Handheld Mass Spectrometer 
Equipped with Ambient Ionization Source for in situ
Analysis; Guangming Huang1; Michelle A. Visbal-
Onufrak2; Jason Harper1; yang Zhou 2; R. Graham Cooks 
1; Zheng Ouyang2; 1Department of Chemistry, Purdue 
University, West Lafayette, IN; 2Weldon School of 
Biomedical Engineering, Purdue university, West 
Lafayette, IN
TP 558 Thermal Separations of Mixtures by Controlled 
Heating in the Direct Analysis in Real Time Ion 
Source; Patrick R. Jones; Matthew Curtis; O. David 
Sparkman; University of the Pacific, Stockton, CA
TP 559 Sample Preparation and Sample Presentation for 
Direct Analysis in Real Time (DART); Robert B. 
Cody1; John Dane 1; Drew Sauter 2; A. D. Sauter, III2;
1JEOL USA, Inc., Peabody, MA; 2Nanoliter, LLC, 
Henderson, NV
TP 560 Implementation of a Laser Ablation by IR Coupled 
with DART-based Ionization Source for Analysis of 
Pharmaceutical Samples; Lu Zeng1; Daniel B. Kassel2;
Brian D. Musselman 3; Mark Little4; 1Takeda San Diego, 
Inc., San Diego, CA; 2Takeda San Diego, Inc, San 
Diego, CA; 3IonSense, Inc., Saugus, MA; 4Opotek, Inc., 
Carlsbad, CA
TP 561 Development of an Ion Transfer Tether for Non-
Proximate Ion Formation and Detection in Direct 
Analysis In Real Time (DART) MS; Brian D.
Musselman; Elizabeth Crawford; Jordan Krechmer; 
IonSense, Inc., Saugus, MA
TP 562 Electrolytic Reduction of Disulfide Bonds of 
Proteins/Peptides with Online Mass Spectrometric 
Detection; Yun Zhang; Howard Dewald; Hao Chen; 
Ohio University, Athens, OH
TP 563 High Throughput Analysis of Capture Cards with a 
Liquid Microjunction Surface Sampling 
Probe/Electrospray Ionization Mass Spectrometry 
System; Matthew J. Walworth1; Joseph J. Stankovich1;
Chuck Witkowski 2; Jeremy L. Norris2; Vilmos Kertesz1;
Gary J. Van Berkel 1; 1Oak Ridge National Laboratory, 
Oak Ridge, TN; 2Protein Discovery, Inc., Knoxville, TN
TP 564 Paper Spray Mass Spectrometry for Ambient 
Analysis of Tissue Samples; He Wang; Nicholas 
Manicke; R. Graham Cooks; Zheng Ouyang; Purdue
University, West Lafayette, IN
TP 565 Desorption Ionization by Charge Exchange (DICE) – 
A New Technique Using a Conventional ESI Probe 
for Generating Multiple Ion Types; Changching 
Chan1; Mark S. Bolgar2; Scott A Miller2; Athula B. 
Attygalle3; 1Stevens Institute of Tech, New Brunswick, 
NJ; 2Bristol-Myers Squibb, New Brunswick, NJ; 3Stevens 
Institute of Technology, Hoboken, NJ
TP 566 A Membrane Based Ion Source for SALDI Mass 
Spectrometry; Sergey Nikiforov1; Vladimir 
Karavanskii2; 1Advanced Energy Technology, Moscow, 
Russia; 2General Physic Institute, Moscow, Russia
TP 567 Direct Analysis of Dry Powders by Desorption 
Electrospray Ionization Mass Spectrometry; Marcela 
Nefliu; Merck Sharp & Dohme Co., Inc., West Point, PA
TP 568 Optimization of Conditions for Rapid Analysis of the 
Proverbial "White Powders" Using Metal Substrates 
and Ambient Pressure Desorption Ionization; Jordan 
Krechmer; Elizabeth Crawford; Joseph Tice; Brian D. 
Musselman; IonSense, Inc., Saugus, MA
TP 569 Thin Layer Chromatography and Mass 
Spectrometry Coupled Using Proximal Probe 
Thermal Desorption with Electrospray or 
Atmospheric Pressure Chemical Ionization; Olga S. 
Ovchinnikova; Gary J. Van Berkel; Oak Ridge National 
Laboratory, Oak Ridge, TN
TP 570 Thin-Layer Chromatography (TLC) Coupled with 
Electrospray Laser Desorption Ionization (ELDI) 
Mass Spectrometry for High-Throughput Analysis of 
Mixture; Jentaie Shiea; Li-Jay Wu; Min-Zong Huang; 
National Sun Yat-Sen Univ., Kaohsiung, Taiwan
TP 571 Coupling DESI-MS/MS and SPME for Rapid 
Analysis of Opiates in Urine; Joseph H Kennedy 1;
Craig Aurand2; Justin Wiseman1; Brian C. Laughlin1;
Robert Shirey2; Brenda Sweeney3; 1Prosolia, Inc, 
Indianapolis, IN; 2Sigma Aldrich, Bellefonte, PA; 3AIT 
laboratories, Indianapolis, IN
TP 572 Desorption Atmospheric Pressure Photoionization 
with PDMS as in situ Sample Preparation Method for 
DAPPI; Anu Vaikkinen; Tapio Kotiaho; Risto 
Kostiainen; Tiina J. Kauppila; University of Helsinki, 
Helsinki, Finland
TP 573 Optimizing Capture Agent Density and Electrospray 
Transmission in Surface-Enhanced Transmission 
Mode Desorption Electrospray Ionization; John 
O'Brien; Joe Chipuk; Jennifer Brodbelt; The University 
of Texas, Austin, TX
TP 574 Creation and Use of Reagent Ions with an 
Atmospheric Solids Analysis Probe (ASAP); Frederick 
Strobel; Emory University, Atlanta, GA
TP 575 Laserspray Ionization Using the Atmospheric 
Pressure Solids Analysis Probe and New Tissue 
Imaging Approaches; Andrew Harron; Tongwen 
Wang; Charles N. McEwen; University of the Sciences 
in Philadelphia, Philadelphia, PA
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MALDI SAMPLE PREPARATION: MATRICES,  
NP’S AND LD 2, 576 - 593 
TP 576 Newly synthesized Liquid matrices for high 
sensitivity UV-MALDI-MS; Mark W Towers1;
Thorsten Wolfgang Jaskolla2; Michael Karas2; Rainer 
Cramer1; 1The University of Reading, Reading, UK; 
2Goethe University, Frankfurt/Main, Germany
TP 577 Hydrogen/Deuterium Exchange combined to MALDI 
Mass Spectrometry : The Importance of the Choice 
of the Matrix; Pascale Lemaire; Delphine Debois; Loic 
Quinton; Nicolas Smargiasso; Valerie Gabelica; Edwin 
De Pauw; Mass Spectrometry Laboratory, University of 
Liege, Liege, BELGIUM
TP 578 Matrix Effect in MALDI-ToF Mass Spectra of 
Derivatized Glycerol Ethoxylates; Roman Borisov;
Nikolai Polovkov; Dmitry Zhilyaev; Vladimir Zaikin; 
Topchiev Institute of Petrochemical synthesis, Moscow, 
Russian Federation
TP 579 Matrix Optimization for MALDI-TOF MS Lipid 
Fingerprinting of Single Bovine Embryos; Christina 
Ramires Ferreira1; Juliano Rodrigues Sangalli3; Luiz 
Fernando Arruda Santos 2; Sergio Adriano Saraiva1;
Fabio Cesar Gozzo2; Felipe Perecin3; Flávio Vieira 
Meirelles3; Eduardo Jorge Pilau2; Marcos Nogueira 
Eberlin1; 1ThoMSon MS Laboratory - UNICAMP, 
Campinas, Brazil; 2Dalton MS Laboratory - UNICAMP, 
Campinas, São Paulo; 3FZEA - USP, Pirassununga, 
Brazil
TP 580 Positive to Negative Ion Ratios of Peptides in MALDI 
TOFMS: The Role of Acid/ Base Properties of 
Matrices and Analytes; Andy Mahan 1; Kevin G. 
Owens1; Richard Knochenmuss2; Jonathan Haulenbeek1;
April Holcomb 3; 1Drexel University, Philadelphia, 
Pennsylvania; 2Novartis, Basel, Switzerland; 3Ethicon,
Inc, Philadelphia, PA
TP 581 Evaluation of 4-Chloro-Alpha-Cyanocinnamic Acid 
(Cl-CCA) Using MALDI-TOF and MALDI-QIT-
TOF; Matthew Openshaw1; Yuzo Yamazaki2; John 
Leszyk3; 1Shimadzu Biotech, Manchester, UK; 
2Shimadzu Corporation, Kyoto, Japan; 3University of 
Massachusetts Medical School, Shrewsbury, MA
TP 582 Metal Ions Loaded Polymer Encapsulating Gold 
Nanoparticles for LDI-MS; Phillip T. Lang; Edward T. 
Castellana; David H. Russell; Texas A&M University, 
College Station, TX
TP 583 Measuring the Intracellular Stability of Monolayer-
protected Nanoparticles Using Laser 
Desorption/Ionization Mass Spectrometry; Zheng-
Jiang Zhu; Oscar R. Miranda; Vincent M. Rotello; 
Richard Vachet; University of Massachusetts, Amherst, 
MA
TP 584 Nanoparticle-Assisted Seed-Layer Sample 
Preparation for Quantification of Small Molecule by 
MALDI-TOF MS; Ying-Ru Luo1; Mei-Chun Tseng2;
Ying-Wei Lu3; Chun-Cheng Lin3; Yu-Ju Chen2; Ming-
Ren Fuh1; 1Department of Chemistry, Soochow 
University, Taipei, Taiwan; 2Institute of Chemistry, 
Academia Sinica, Taipei, Taiwan; 3Department of 
Chemistry, Tsing Hua University, Hsinchu, Taiwan
TP 585 Matrix-Free LDI Mass Spectrometry on SAM 
Patterned Nanostructured Gold Thin Film; Ranu 
Nayak; Daniel R. Knapp; Medical University of SC, 
Charleston, SC
TP 586 Laser Ablation Mass Spectrometry Studies of the 
Chromium Trioxide Oxidation Mechanisms; Freneil 
Jariwala; Alina D. Bayer; Athula B. Attygalle; Stevens 
Institute of Technology, Hoboken, NJ
TP 587 Laser Desorption/Ionization Mass Spectrometry 
(LDI-MS) for the Detection and Characterization of 
Core-Shell Nanoparticles; Bo Yan; Zhengjiang Zhu; 
Oscar Miranda; Yi-Cheun Yeh; Youngdo Jeong; Vincent 
Rotello; Richard Vachet; University of Massachusetts, 
Amherst, MA
TP 588 Matrix Pre-Coated Targets for MALDI Imaging 
Mass Spectrometry; Kerri J. Grove; Richard M. 
Caprioli; Vanderbilt University, Nashville, TN
TP 589 Optimization in Mass Spectrometry Analysis of [6,6]-
Phenyl C61-Butyric Acid Methyl Ester; Evgenia 
Akhmetovaq; Santosh Narasimhachary; Ashock Saxena; 
Charles L. Wilkins; University of Arkansas, Fayetteville, 
AR
TP 590 Selective Analyte Capture Using Lipid Bilayer 
Functionalized Gold Nanorods for MALDI-MS 
Analysis; Roberto C. Gamez; Edward T Castellana; 
David H. Russell; Texas A&M University, College 
Station, TX
TP 591 Application of Bio-Chip Made from Novel 
Amorphous Carbon for a Matrix-Assisted-Laser 
Desorption-Ionization Time Of Flight Mass 
Spectrometry Sample Trays; Kiyoshi Nokihara1;
Takafumi Ohyama1; Tetsuya Sogon1; Akiyoshi Hirata1;
Yasutoshi Taira1; Takeshi Kasama2; 1HiPep
Laboratories, Kyoto, Japan; 2Tokyo Medical and Dental 
university, Tokyo, Japan
TP 592 Selective Isolation and Detection of Peptides 
According to pI value and AminoAcid Content Using 
Polymeric Reverse Micelles and MALDI MS; Andrea 
Gomez-Escudero; Yangbin Chen; Sankaran 
Thayumanavan; Richard Vachet; University of 
Massachusetts, Amherst, MA
TP 593 Selective Enrichment and Detection of Low pI 
Peptides Using Polymeric Reverse Micelles and 
MALDI- MS Analysis; Nadnudda Rodthongkum;
Yangbin Chen; Sankaran Thayumanavan; Richard W. 
Vachet; University of Massachusett, Amherst, MA
MALDI TANDEM MS, 594 - 596 
TP 594 Facilitating Top-/Middle-Down and Bottom-Up Mass 
Spectrometry Studies with MALDI-TOF/TOF; Lihai 
Guo1; Joseph A. Loo2; Fadi A. Abdi3; Shixin Sun3;
Yongming Xie1; 1AB Sciex, Shanghai, Shanghai, China; 
2UCLA, Los Angeles, CA; 3AB Sciex, Framingham, MA
TP 595 Structural Analysis of Glycopeptides Using a Novel 
Tandem Time-Of-Flight Mass Spectrometer with a 
Spiral Ion Trajectory “MALDI Spiral-TOF/TOF”;
Shuichi Shimma1; Michisato Toyoda1; Jun Tamura2;
Yoshiyuki Itoh2; James Doug Meinhart3; Takaya Satoh4;
1Osaka University, Toyonaka, Osaka, Japan; 2JEOL 
Ltd., Akishima, Japan; 3JEOL USA, Inc, Peabody, MA; 
4JEOL Ltd. MSBU R&D Group1 Team1, Akishima, 
Japan
TP 596 Sequence Analysis of Silencing RNA Oligonucleotides 
by MALDI QTOF; Tasneem Bahrainwala1; Martin 
Gilar2; Vera Ivleva 2; Nicholas Ellor1; 1Waters 
Corporation, Beverly, MA; 2Waters, Milford, MA
ION SOURCES: APCI/APPI, 597 - 611 
TP 597 Small-Size Ionization Source Based on a Piezoelectric 
Micro Plasma; Albrecht Brockhaus; Alexander Laue; 
Albrecht Glasmachers; University of Wuppertal, 
Wuppertal, Germany
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TP 598 Optimization of a Field Free APCI Ion Source;
Thomas White; Avinash Dalmia; Craig M. Whitehouse; 
PerkinElmer, Inc., Branford, CT
TP 599 Robust Capillary Electrophoresis–Mass 
Spectrometry Interface Using a Miniature Flowing 
Atmospheric-Pressure Afterglow Ion Source; Stefan 
Schmid; Pawel Lukasz Urban; Matthias Jecklin; Andrea 
Amantonico; Renato Zenobi; ETH Zürich, Zürich, 
Switzerland
TP 600 Implementation of a Glow Discharge Reagent Ion 
Source for the Introduction of ETD Reagent Anions 
into a Mass Spectrometer; Lee Earley1; Christopher 
Mullen1; Jean-Jacques Dunyach1; John E. P. Syka1;
Philip Compton2; Jeffrey Shabanowitz3; Donald F. 
Hunt3; 1Thermo Fisher Scientific, San Jose, CA; 
2Northwestern University, Chicago, IL; 3University of 
Virginia, Charlottesville, VA
TP 601 Direct Atmospheric Pressure Chemical Ionization 
Source Performance Study; Craig M. Whitehouse;
Victor Laiko; Shida Shen; PerkinElmer, Inc, Branford, 
CT
TP 602 Enhanced APCI on a Novel Ion Source Design; Steve 
Bajic; Sukhdev S. Bangar; Waters Corporation, 
Manchester, UK
TP 603 Using Electric Discharge Sources to Induce both 
Atmospheric Pressure Photo-Ionization and 
Atmospheric Pressure Chemical Ionization; Rob 
O'Brien1; Hendrik Kersten2; Davin Carter1; Thorsten 
Benter 2; 1UBC Okanagan, Kelowna, Canada; 
2University of Wuppertal, Wuppertal, Germany
TP 604 Acetone as the Best Dopant for APPI Ionization in 
the Negative-Ion Mode; Andreas Fredenhagen; Juergen 
Kuehnoel; Novartis Institutes fro BioMedical Research, 
Basel, Switzerland
TP 605 Evaluating the Relative Performance of a New 
Atmospheric Pressure Photoionization Source 
through the Analysis of Steroids in Biological Fluids;
Ross McCulloch; Damon Robb; Michael Blades; 
University of British Columbia, Vancouver, Canada
TP 606 Analysis of Anabolic Steroids from Urine with Gas 
Chromatography – Microchip Atmospheric Pressure 
Photoionization - Mass Spectrometry; Laura 
Hintikka1; Markus Haapala1; Tiia Kuuranne2; Risto 
Kostiainen1; 1University of Helsinki, Helsinki, Finland; 
2United Medix Laboratories Ltd., Helsinki, Finland
TP 607 Development and Application of Ambient Sampling 
Chemi/Chemical Ion Source Using Dielectric Barrier 
Glow Discharge; Lee Chuin Chen1; Zhan Yu1; Hiroko 
Furuya2; Yutaka Hashimoto1; Kenichi Takekawa2;
Hiroaki Suzuki3; Osamu Ariyada3; Kenzo Hiraoka1;
1University of Yamanashi, Kofu, Japan; 2Forensic
Science Laboratory, Yamanashi Prefectural, Fuefuki, 
Japan; 3Arios Inc, Akishima, Japan
TP 608 Development of High Flowrate Aerodynamic Force 
Assisted APCI-MS Method for Real Time Remote 
Analysis and Continuous Monitoring of VOCs;
Jiuming He1; Zhigang Luo1; Xiaohao Wang2; Yi Chen2;
Ruiping Zhang1; Fei Tang2; Zeper Abliz1; 1Institute of 
Materia Medica, CAMS & PUMC, Beijing, China; 
2Department of PIM, Tsinghua University, Beijing, 
China
TP 609 Wavelength Resolved Atmospheric Pressure 
Photoionization; Valérie Rouam1; Julie Allegrand2;
Alexandre Giuliani 1, 4; David Touboul2; Olivier 
Laprévote3; Matthieu Réfrégiers1; 1Synchrotron SOLEIL, 
Gif-Sur-Yvette, France; 2CNRS-ICSN, Gif-Sur-Yvette, 
France; 3CNRS France, Gif-Sur-Yvette, France; 
4CEPIA, INRA, Nantes, France
TP 610 VUV Photoionization within Transfer Capillaries of 
Atmospheric Pressure Ion sources; Hendrik Kersten1;
Walter Wissdorf1; Klaus J. Brockmann1; Thorsten 
Benter 1; Rob O'brien2; 1University of Wuppertal, 
Wuppertal, Germany; 2UBC Okanagan, Kelowna, BC
TP 611 Study of In-Source Fragmentation Pathways of 
Lipids via Atmospheric Pressure Photo-Ionization 
(APPI); Julie Allegrand1, 2; David Touboul1, 2;
Alexandre Giuliani 3; Olivier Laprévote1, 2; 1CNRS-
ICSN, Gif-sur-Yvette, France; 2CNRS-ICSN, Gif-Sur-
Yvette, France; 3Synchrotron Soleil, Gif-Sur-Yvette, 
France
ION STRUCUTRE/ENERGETICS I, 612 - 636 
TP 612 Experimental and Theoretical Study of Structure and 
Reactivity of Cysteine Methyl Ester Radical Cation 
Generated via Dissociation of S-Nitroso Precursor;
Sandra Osburn1; Jeffrey Steill2; Jos Oomens2; Michael J. 
Van Stipdonk 3; Richard A. J. O'hair4; Victor Ryzhov1;
1Northern Illinois University, Dekalb, IL; 2FOM 
Rijnhuizen, Nieuwegein, Netherlands; 3Wichita State 
University, Wichita, KS; 4University of Melbourne, 
Victoria, Australia
TP 613 Comparison of Infrared Multiple Photon Dissociation 
Spectra of Protonated Diglyme Generated Using a 
CO2 Laser and a Free Electron Laser; Mohammad 
Ehsan; Wright Pearson; John R. Eyler; Department of 
Chemistry, University of Florida, Gainesville, FL
TP 614 Investigation of Gas-Phase Metal-Salen Complexes 
via Tandem Mass Spectrometry and IRMPD 
Spectroscopy; Kelsey Witherspoon1; Ryan Dain 1; Sam 
Molesworth1; Jeffrey Steill2; Jos Oomens2; Michael J. 
Van Stipdonk 1; 1Wichita State University, Wichita, KS; 
2FOM Rijnhuizen, Nieuwegein, Netherlands
TP 615 IRMPD Spectroscopy of Protonated, Lithium and 
Silver Cationized Peptides; Michael J. Van Stipdonk 1;
Sarah Young1; Stephanie Curtice1; Sam Molesworth1;
Jeffrey Steill2; Jos Oomens2; 1Wichita State University, 
Wichita, KS; 2FOM Rijnhuizen, Nieuwegein, 
Netherlands
TP 616 Investigation of Model BOC-Hydroxylamine/Metal 
Complexes via IRMPD Spectroscopy and DFT 
Modeling; Ryan Dain 1; Jeffrey Steill2; Jos Oomens2;
Garold L. Gresham3; Gary Groenewold 3; Michael J. 
Van Stipdonk 1; 1Wichita State University, Wichita, KS; 
2FOM Rijnhuizen, Nieuwegein, Netherlands; 3Idaho 
National Laboratory, Idaho Falls, ID
TP 617 Infrared Multiple Photon Dissociation Spectroscopy 
of Cationized Cysteine: Effects of Metal Cation Size 
on Gas-Phase Conformation; Murat Citir1; Elena M. S. 
Stennett1; Jos Oomens2; Jeffrey Steill2; Mary T. Rodgers 
3; Peter B. Armentrout1; 1University of Utah, Salt Lake 
City, UT; 2FOM Rijnhuizen, Nieuwegein, Netherlands; 
3Wayne State University, Detroit, MI
TP 618 Mass Selected Resonant (1+1)-Photodissociation 
Spectroscopy of C2H5I+. and C2D5I+; Hannes Schüttig;
Jurgen Grotemeyer; Christian-Albrechts-Univ, Kiel, 
Germany
TP 619 Photoelectron Spectroscopy of Methoxy-Substituted 
Phenylnitrenes; Neloni Wijeratne; Paul G. Wenthold; 
Purdue University, West Lafayette, IN
TP 620 Electrospray Mass Spectrometry and Ultraviolet-
Visible Spectroscopy Studies of the Formation and 
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Degradation of Diphosphine Ligand-Protected Gold 
Nano-Clusters; Jeffrey W. Hudgens; Denis Bergeron; 
Ryan Bratton; NIST, Rockville, MD
TP 621 Infrared Characterization of Protonated Formic Acid 
Clusters: Tracking the Proton Across a Molecular 
Scaffold; Christopher Leavitt1; Helen Gerardi1; Solveig 
Olesen2; Gary H. Weddle3; Mark Johnson1; 1Yale 
University, New Haven, CT; 2University of Copenhagen, 
Copenhagen, Denmark; 3Fairfield University, Fairfield, 
CT
TP 622 Probing Helix Stability in Gas-Phase Peptides by 
Fluorescence Measurement of Trapped Ions; Huihui 
Yao; Rebecca A. Jockusch; Department of Chemistry, 
University of Toronto, Toronto, Canada
TP 623 Electronic Action Spectroscopy of Protonated Nile 
Red in the Gas Phase; Robert J. Nieckarz; Konstantin 
Chingin; Vladimir Frankevich; Rui Wang; Renato 
Zenobi; ETH Zürich, Zürich, Switzerland
TP 624 Determination of the Non-covalent Interactions 
Required to Restore Fluorescence to Gaseous 
Fluorescein ions via Step-Wise Solvation; Sandeep 
Sagoo; Peter D. Mcqueen; Rebecca A. Jockusch; 
University of Toronto, Toronto, ON
TP 625 Infrared Multiphoton Dissociation Spectroscopy of 
Crown Ether-Ammonium Complexes; Kyle Rawle;
David V. Dearden; Brigham Young University, Provo, 
UT
TP 626 Direct Infrared Absorption Measurements on Mass-
Selected Cations Trapped in Solid Argon; Nathan 
Roehr1, 1; Jan Szczepanski1, 2; Nicolas Polfer1, 2; 1,
Gainesville, FL; 2University of Florida, Gainesville, FL
TP 627 Fluorescence Resonance Energy Transfer 
Measurements to Probe the Structure of Gaseous 
Ions; Rebecca A. Jockusch; Francis Talbot; Anthony 
Rullo; Huihui Yao; Department of Chemistry, University 
of Toronto, Toronto, Canada
TP 628 Gas-Phase H/D Exchange of Non-protein Amino 
Acids; Justine Arrington1; Rita Straus1; Elaine M. 
Marzluff2; John C. Poutsma1; 1College of William & 
Mary, Williamsburg, VA; 2Grinnell College, Grinnell, IA
TP 629 Rearrangement and Fragmentation Reactions of 
Different Estrogen and Indole Ethers: New Aspects 
Found with a FT-ICR; Christoph Freudenhammer;
Jurgen Grotemeyer; Christian-Albrechts-Univ, Kiel, 
Germany
TP 630 Characterization of Complex Organic Aerosols as 
Analogues to Titan Haze Materials by ESI/LDI FT-
ICR Mass Spectrometry and NMR Spectroscopy;
Tamara Munsch; Arpad Somogyi; Guangxin Lin; Mark 
Smith; University of Arizona, Tucson, AZ
TP 631 Study of Radical z Ions Produced by ECD; Daniel A. 
Thomas; Natalie J. Thompson; Takashi Baba; Gary L. 
Glish; University of North Carolina, Chapel Hill, NC
TP 632 Evidence of Remote Double Hydrogen Transfer from 
Aromatic Hydrogen for Unimolecular Dissociation of 
N-[3-(2,6-Dichlorophenyl)propanoyl]-1-
azacycloalkan(e)-2-(thi)ones Using Four-Sector 
Tandem Mass Spectrometer; Hiroshi Yamaoka 1;
Yusuke Matsuo1; Kimio Isa2; Ryuji Nakata2; Nico M.M. 
Nibbering3; 1Osaka Prefecture University, Osaka, 
Japan; 2University of Fukui, Fukui, Japan; 3Vrije 
Universiteit, Amsterdam, The Netherlands
TP 633 Effects of Amide-to-Ester Bond Substitution in the 
Peptide Backbone on the Cleavage Frequency in 
Electron Transfer Dissociation and Collision-
Activated Dissociation; Eva C. Østerlund; Hye Ryung 
Jung; Frank Kjeldsen; BMB, Odense M, Denmark
TP 634 An Investigation of Neutral and Charged Fragments 
from Metastable Protein Ion Decomposition Using an 
Energy Sensitive Superconducting Cryodetector 
Mass Spectrometer; George Leonard; Mark E. Bier; 
Carnegie Mellon University, Pittsburgh, PA
TP 635 Fragmentation Pathways of Singly and Doubly 
Charged Molecular Ions of Emetine; Rong-Sheng
Yang1; Larry Heimark2; Pradip R. Das1; Birendra 
Pramanik1; 1Merck Research Laboratories, Kenilworth, 
NJ; 2retired, Tacoma, WA
TP 636 Does Acetylation and Methylation Change 
Fragmentation Mechanisms in Resonance Electron 
Capture by Neutral Peptides?; Yury V Vasil'ev;
Douglas F. Barofsky; Max L. Deinzer; Oregon State 
University, Corvallis, OR
ION MOBILITY I, 637 - 665 
TP 637 Using a Portable Hand-held Ion Mobility 
Spectrometer to Screen Dietary Supplements for 
Fluoxetine and Sibutramine; Jamie Dunn; Connie 
Gryniewicz-Ruzicka; Laura Mecker; John Kauffman; 
Benjamin Westenberger; Lucinda Buhse; Food and 
Drug Administration, St. Louis, MO
TP 638 Pathways of Folding and Unfolding Prior to a quasi-
Equilibrium Distribution of States in the Bradykinin 
[M+3H] 3+ System; Nicholas Pierson; David E. 
Clemmer; Indiana University, Bloomington, IN
TP 639 Glycosylation Stabilizes Compact Conformations of 
Ribonuclease; Huilin Shi; Indiana University, 
Bloomington, IN
TP 640 Ion Mobility Spectrometry (IMS) for Trace Analysis 
of Genotoxic Impurity in Pharmaceutical Products;
Yaning Ma; Pfizer Inc., Groton, CT
TP 641 Protein Ion Conformation Changes and 
Fragmentation caused by Ion Heating during Ion 
Trap Extraction; Derrick L. Morast1; Gregg Schieffer1;
Qin Zhao1; Ethan R. Badman2; R. Sam Houk1; 1Iowa 
State University, Ames, IA; 2Hoffmann-La Roche Inc., 
Nutley, NJ
TP 642 Characterization of the Resolving Power and 
Resolution of a Monolithic Resistive Glass Drift Time 
Ion Mobility Spectrometer; Mark Kwasnik; Facundo 
Fernandez; Georgia Institute of Technology, Atlanta, GA
TP 643 High-throughput Proteomics Platform and Software 
for Improved Biomarker Discovery; Erin Baker;
Yehia Ibrahim; David Prior; William F. Danielson; Karl 
Weitz; Anuj Shah; Gordon Slysz; Brian Lamarche; 
Kevin Crowell; Jeffrey Stanley; Gordon Anderson; 
Janani Shutthanandan; Richard D. Smith; Mikhail Belov; 
Pacific Northwest National Laboratory, Richland, WA
TP 644 Crown Ether as Shift Reagent for Petroleomics 
Investigation with Ion Mobility Spectrometry; Zhiyu 
Li1; Stephen Valentine2; David E. Clemmer2; 1Indiana 
University - Bloomington, Bloomington, IN; 2Indiana 
University, Bloomington, IN
TP 645 Evaluation of a nanoLC-IMS-TOF Platform for 
Broad and Sensitive Quantitative Proteomics 
Measurements; Yehia Ibrahim; Erin Baker; William F. 
Danielson; David Prior; Richard D. Smith; Mikhail 
Belov; Pacific Northwest National Laboratory, 
Richland, WA
TP 646 Enhanced Ion Mobility Shift Reagents for Proteomic 
Applications; Thomas J. Kerr; Randi L. Gant-Branum; 
John A. Mclean; Vanderbilt University, Nashville, TN
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TP 647 Analysis of Heart Lipids Using MALDI-Ion 
Mobility–TOFMS; Shelley N Jackson1; Jeremy D 
Post1; Alice Delvolve1; Benoit Colsch1; Thomas Egan2;
J. Albert Schultz2; Amina S Woods1; 1NIDA-IRP, NIH, 
Baltimore, MD; 2Ionwerks, Inc., Houston, TX
TP 648 A Study of the Interaction of Quaternary Amines and 
Phospholipids by Ion Mobility Mass Spectrometry;
Amina S. Woods 1; Shelley N Jackson1; Jeremy Post 1;
Ernest K. Lewis 2; Thomas Egan2; J. Albert Schultz2;
1NIDA IRP, NIH, Baltimore, MD; 2Ionwerks, Inc., 
Houston, TX
TP 649 Exploring the Formation of Gas-Phase Ǻ-Hairpin by 
Ion Mobility-Mass Spectrometry and Molecular 
Dynamics; Liuxi Chen; Qiang Shao; Yi-Qin Gao; David 
H. Russell; Texas A&M University, College Station, TX
TP 650 A Periodic-focusing DC-only Ion Funnel for a 
Cryogenic Ion Mobility-Mass Spectrometer; Joshua 
Silveira1; Chaminda M. Gamage1; Jody May2; David H. 
Russell1; 1Texas A&M University, College Station, TX; 
2Vanderbilt University, Nashville, TN
TP 651 Site-Specific Glycosylation Analysis Using Isoelectric 
Trapping Separations and MALDI-IM-TOF MS; Pei-
Jing Pai; Stephanie M. Cologna; William K. Russell; 
Gyula Vigh; David H. Russell; Texas A&M University, 
College Station, TX
TP 652 Enhanced Sensitivity and Coverage in Large-Scale 
Phosphoproteomics Studies Using High Field 
Asymmetric Waveform Ion Mobility Spectrometry 
and Decision Tree Fragmentation; Eric Bonneil1;
Gaëlle Bridon 1; Tara L Muratore-Schroeder1; Brenda 
Kesler2; Pierre Thibault1; 1Université de Montréal, 
Montréal, QC; 2Thermo Fisher Scientific, Redwood City, 
CA
TP 653 Modification and Optimization of a Plug and Play 
Microspray FAIMS System; Michael Belford; Jean-
Jacques Dunyach; Thermo Fisher Scientific, San Jose, 
CA
TP 654 Small Molecule Characterization and Method 
Development Using High-Field Asymmetric Ion 
Mobility Spectrometery (FAIMS) and Mass 
Spectrometry; Cris Lapthorn; Pfizer Global Research 
and Development, Sandwich, Kent
TP 655 Selective Analysis of Pharmaceutical Compounds in 
Complex Mixtures Using a Miniature High-Field 
FAIMS-MS Device; Danielle E Toutoungi1; Anthony 
Bristow2; Andrew D Ray3; Daniel Weston4; 1Owlstone
Ltd, Cambridge, UK; 2Pharmaceutical Development, 
AstraZeneca., Macclesfield, UK; 3Pharmaceutical 
Development, AstraZeneca, Charnwood, UK; 4Clinical 
Pharmacology & DMPK, AstraZeneca, Charnwood, UK
TP 656 Advantages of Using a DMS Ion Pre-filter on Field-
deployable Atmospheric Pressure Ionization(API) 
Mass Spectrometers; Erkinjon G Nazarov1; Stephen L 
Coy1; Evgeny V Krylov1; Manuel J Manard2; Rusty 
Trainham2; Stephan Weeks2; 1Sionex Corp., Bedford, 
MA; 2NSTec, Santa Barbara, CA
TP 657 Detection of Naled and Malathion Using 
GC/Differential Mobility Spectrometry; Erick Molina 
1; Richard A. Yost1; Ulrich R. Bernier2; Erkinjon 
Nazarov3; 1University of Florida, Gainesville, FL; 
2USDA-ARS-CMAVE, Gainesville, FL; 3Sionex Corp., 
Bedford, MA
TP 658 Differential Ion Mobility Spectrometry (FAIMS) with 
Resolving Power Up to 300 and its Application to 
Lipid and Peptide Analyses; Alexandre A. Shvartsburg 
1; Giorgis Isaac Mezengie2; William F. Danielson 1;
David Prior3; Keqi Tang4; Tom Metz1; Richard D. 
Smith2; Nathalie Leveque5; 1Pacific Northwest National 
Laboratory, Richland, WA; 2PNNL, Richland, WA; 
3Battelle PNNL, Richland, WA; 4Pacific NW National 
Laboratory, Richland, WA; 5Universite Paris-Sud XI, 
Plateau du Moulon, Orsay, France
TP 659 Influence of Electrode Length, and Analytical Gap 
Dimensions on Ion Transmission and Resolution in a 
Planar FAIMS Device; Mark Ridgeway1; Alessandra 
Ferzoco1; Desmond Kaplan2; Melvin A. Park2; Gary L. 
Glish1; 1University of North Carolina, Chapel Hill, NC; 
2Bruker Daltonics, Inc., Billerica, MA
TP 660 Exploring the Integration of IMS-FAIMS-MS for 
Study of Explosives; Marilyn Prieto; Chia-Wei Tsai;
Richard A. Yost; University of Florida, Gainesville, FL
TP 661 Solvent Vapor Effects in Planar FAIMS; Leonard 
Rorrer; Richard A. Yost; University of Florida, 
Gainesville, FL
TP 662 Automated Deconvolution of Complex Two-
Dimensional Mass-Mobility Spectra of Multiply 
Charged Globular Ions into their Associated Mass-
Charge Distributions; Juan Fernandez Garcia1;
Alejandro Casado2; Carlos Larriba Andaluz1; Chris 
Hogan 3; Juan Fernandez de la Mora1; 1Yale University, 
New Haven, CT; 2SEADM, Valladolid, Spain; 
3University of Minnesota, Minneapolis, MN
TP 663 Distinct Kinetic Folding and Unfolding Pathways of 
Ubiquitin Revealed by Time-Resolved ESI Coupled 
to Ion Mobiliy-MS; John Van Nostrand 1; Tamanna 
Rob1; Bruce Thomson2; Derek Wilson 1; K W Michael 
Siu1; 1York University - CRMS, Toronto, Canada; 2MDS
Analytical Technologies, Concord, ON
TP 664 Ion Mobility Measurement of the GroEL 
Tetradecameric Complex by Tandem Differential 
Mobility Analysis Mass Spectrometry; Chris Hogan 1;
Brandon Ruotolo2; Carol Robinson3; Juan Fernandez De 
La Mora4; 1University of Minnesota, Minneapolis, MN; 
2University of Michigan, Ann Arbor, MI; 3University of 
Oxford, Oxford, UK; 4Yale University, New Haven, CT
TP 665 Electrospray IMS-MS Analysis of Large Polymers: 
Escaping from the Crowded Fully-Stretched into the 
Globular Region; Carlos Larriba Andaluz1; Juan 
Fernandez Garcia1; Chris Hogan 2; Juan Fernandez De 
La Mora 1; 1Yale University - Mechanical Engineering 
Departmen, New Haven, CT; 2University of Minnesota, 
Minneapolis, MN
INSTRUMENTATION: TOF, 666 - 682 
TP 666 Development of a Tandem Time-Of-Flight Mass 
Spectrometer with an ESI Ion Source for Probing 
High-Energy CID and ETD; Hirofumi Nagao1; Shuichi 
Shimma1; Michisato Toyoda1; Shigeo Hayakawa2;
Kunio Awazu1; 1Osaka University, Toyonaka, Japan; 
2Osaka Prefecture University, Sakai, Japan
TP 667 A Novel Multiple-Coincidence Method to Make 
Accurate Mass-Identifications from Multi-Turn 
Time-of-Flight Spectra Complicated by Overtaking;
Osamu Furuhashi1; Shigeki Kajihara1; Kiyoshi Ogawa1;
Tohru Kinugawa2; 1Shimadzu Corporation, Kyoto, 
Japan; 2Kobe University, Kobe, Japan
TP 668 Development of a Ultra-High Performance Multi-
Turn TOF-SIMS System with a Femto-Second Laser 
for Post-Ionization; Shingo Ebata1; Morio Ishihara1;
Kousuke Kumondai1; Ryo Mibuka2; Kiichiro Uchino2;
Hisayoshi Yurimoto3; 1Osaka University, Toyonaka, 
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Japan; 2Kyushu University, Kasuga, Japan; 3Hokkaido
University, Sapporo, Japan
TP 669 Analysis of Polychlorinatedbiphenyls with an 
Electron Impact Ionisation Source on an IMS 
enabled High-Resolution QToF Mass Spectrometer;
Gareth R Jones; Keith Worrall; Robert Bateman; Kyle 
D'silva; Waters, Manchester, UK
TP 670 Use of a Multi-Reflecting Time of Flight Mass 
Analyzer for Accurate Quantitation of Narrow (Sub-
Second) Liquid Chromatographic Peaks; Kevin Siek;
Matthew Giardina; John Chakel; Scott Pugh; Mark 
Libardoni; Viatcheslav Artaev; LECO Corporation, 
Saint Joseph, MI
TP 671 Doughnut Multi-reflecting Time-of-Flight Mass 
Spectrometer; Vyacheslav Shchepunov1; Alexander 
Berdnikov2; Hideaki Izumi1; Roger Giles1; Nicolay 
Gall2; 1Shimadzu Research Laboratory, Manchester, 
UK; 2Institute for Analytical Instrumentation of RAS, St. 
Petersburg, Russia
TP 672 Isolating the Effects of Microchannel Plate 
Parameters on the Ultimate Resolution in Time of 
Flight Mass Spectrometers; Stephen Ritzau; Paul 
Mitchell; Paula Holmes; Photonis USA, Inc., Sturbridge, 
MA
TP 673 Design and Performance of New High Resolution 
MALDI-TOF Mass Spectrometers; Kevin Hayden;
Marvin Vestal; VIC Instruments Corp., Sudbury, MA
TP 674 Development of a Stigmatic Mass Microscope with 
High Mass and Spatial Resolving Power Using a 
Multi-Turn Time-of-Flight Mass Spectrometer; Jun 
Aoki1, 6; Hisanao Hazama2, 6; Michisato Toyoda1, 6;
Kunio Awazu2, 6; Katsuyoshi Masuda4, 6; Kenichi Fujii5,
6; Yasuhide Naito3, 6; 1Graduate School of Science, 
Osaka University, Toyonaka, Osaka, Japan; 2Graduate 
School of Engineering, Osaka University, Suita, Osaka, 
Japan; 3GPI, Hamamatsu, Shizuoka, Japan; 4Suntory 
Institute for Bioorganic Research, Mishima-gun, Osaka, 
Japan; 5Osaka Institute of Technology, Hirakata, Osaka, 
Japan; 6JST, CREST, Chioda-ku, Tokyo, Japan
TP 675 Physical Signal Modulation on TOF Mass Analyzers 
Reduces Error in Centroid Peak Assignment and 
Improves Signal-To-Noise; Jonathan Hilmer1; Brian 
Bothner2; 1Montana State University, Mass Spectrometry 
Facility, Bozeman; 2Montana State University, Bozeman, 
MT
TP 676 Tunable Postionization of Laser Desorbed Neutrals 
by Synchrotron Radiation to Detect Antibiotics in S. 
epidermidis Bacterial Biofilms; Gerald L. Gasper 1;
Lynelle K. Takahashi2, 3; Jia Zhou3; Musahid Ahmed3;
Luke Hanley1; 1University Illinois Chicago, Chicago, IL; 
2University of California, Berkeley, Berkeley, 
California; 3Chemical Sciences Division, LBNL, 
Berkeley, Berkeley, CA
TP 677 Enlargement of Effective Area of M2 Ion Detector by 
Electron Optics; Motohiro Suyama; Hiroshi Kobayashi; 
Masahiro Kotani; Takayuki Ohmura; Akio Suzuki; 
Yuuya Washiyama; Hamamatsu Photonics K.K., Iwata, 
Japan
TP 678 Development and Application of Miniaturized High-
Resolution Time-Of-Flight Mass Spectrometer 
“MULTUM-S II” with an Infinite Flight Path;
Shuichi Shimma1; Keiji Takahashi2; Shinichi Miki2;
Michisato Toyoda1; 1Osaka University, Toyonaka, 
Japan; 2MSI Tokyo Inc., Chofu-shi, Japan
TP 679 Charge-State-Discrimination TOF Analyzer by 
Nano-Second Superconducting Molecule Detector;
Kouji Suzuki1; Masataka Ohkubo 1; Shigehito Miki2;
Kaori Chiba1; Shigetomo Shiki1; Masahiro Ukibe1; Zhen 
Wang2; 1AIST, RIIF, Tsukuba, Japan; 2NICT, Kobe, 
Japan
TP 680 Optimizing the Microchannel Plate Detector 
Assembly to Improve Time-Of-Flight Mass 
Resolution; Paul Mitchell, Stephen Ritzau; Bruce 
Laprade; 1Photonis USA, Inc., Sturbridge, MA
TP 681 Multi-Anode Detector in Mass Spectrometer; Yi He;
John F. Poehlman; Kirk Boraas; James P. Reilly; 
Indiana University, Bloomington, IN
TP 682 A Serpentine Extraction Ion Source for a Laser 
Desorption Postionization Microprobe Imaging MS;
Jerry F. Moore1; Gerald Gasper 2; Artem Akhmetov2;
Luke Hanley2; 1MassThink LLC, Naperville, IL; 
2University of Illinois at Chicago, Chemistry, Chicago, 
IL
